(X63617) GAR1 [Saccharomyces cerevisiae] >gi_487935 
(U00060) Garlp: Small nucleolar RNA protein required for 
pre-rRNA splicing [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220059 

LIB314 9-039-Q1-K1-F12 

BLASTX 

g4432837 

219 

8-0e-18 

132 
42 

(AC006283) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


220060 




beq. iu 


LIB314 9-039-Q1-K1-F3 




Method 


BLASTX 






O4490332 




dLAo! score 


344 




E value 


2.0e-32 




KA ~\ +- r-* \~\ 1 t-n ^ V*s 

LYiatcn iengt.ii 


119 




% identity 


59 




NCBI Description 


(AL035656) putative protein [Arabidopsis thaliana] 


beq. no. 


UU Dl 


- 


beq. id 


LIB314 9-039-Q1-K1-F4 




Method 


BLASTX 






g4098129 




dJjAo i score 


700 




E value 


4.0e-74 




t v JdL.L*Il icily Lii 


138 




% identity 


96 




inudi uescnpuioii 


(U73588) sucrose synthase [Gossypium 


hirsutum] 


Seq. No. 


220062 




beq. ±u 


LIB314 9-039-Q1-K1-F5 




Mpt hod 


BLASTN 




NCBI GI 


gl777727 




BLAST score 


51 




E value 


5.0e-20 




Match length 


160 




% identity 


82 




NCBI Description 


Gossypium hirsutum 18S ribosomal RNA 


gene, partial sequence 


Seq. No. 


220063 




Seq. ID 


LIB314 9-039-Q1-K1-F6 




Method 


BLASTX 




NCBI GI 


g2190992 




BLAST score 


346 




E value 


1.0e-32 




Match length 


104 




% identity 


64 




NCBI Description 


(AF004358) glutathione S-transf erase 


TSI-1 '[Aegilops 




tauschii] 




Seq. No. 


220064 




Seq. ID 


LIB314 9-039-Q1-K1-F7 





31001 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No . ■ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length* 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI ., 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl771780 

533 

1.0e-54 

132 

83 

(Y10024) 



ubiquitin extension protein [Solanum tuberosum] 



220065 

LIB314 9-039-Q1-K1-G1 

BLASTX 

gl346524 

390 

7.0e-38 

125 

67 

S-ADENOSYLMETHIONINE SYNTHETASE (METHIONINE 
ADENOSYLTRANSFERASE) (ADOMET SYNTHETASE) >gi_4 97900 
(M73430) S-adenosyl methionine synthetase [Populus 
deltoides] 

220066 

LIB314 9-039-Q1-K1-G12 

BLASTX 

g3122703 

289 

5.0e-26 

76- 
74 

60S RIBOSOMAL PROTEIN L23A >gi_2641201 (AF031542) ribosomal 
protein L23a [Fritillaria agrestis] 



220067 
LIB314 
BLASTX 
gll730 
213 

4.0e-l 

48 

88 

60S RI 
protei 
>gi_31 
[Lycop 



9-039-Q1-K1-G5 

43. 

7 



BOSOMAL PROTEIN L38 >gi_4794 41_pir S338 99 ribosomal 

n L38 - tomato (cv. Moneymaker) 

3027_emb_CAA4 9599_ (X69979) ribosomal protein L38 
ersicon esculentum] 



220068 

LIB3149-039-Q1-K1-G9 

BLASTX 

gl709061 

286 

3.0e-34 

131 

53 

PROBABLE METHYLMALONATE-SEMI ALDEHYDE DEHYDROGENASE 
PRECURSOR (ACYLATING) (MMSDH) >gi_3875820_emb_CAA88 94 6_ 
(Z4 9127) similar to methylmalonate-semialdehyde 
dehydrogenase; cDNA EST EMBL:Z14764 comes from this gene; 



31002 



cDNA EST EMBL:Z14949 comes from this gene; cDNA EST 
EMBL:D26762 comes from this gene; cDNA EST EMBL: D26766 
comes from thi 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ' 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length • 

% identity 

NCBI Description 



220069 

LIB314 9-039-Q1-K1-H2 

BLASTX 

g567893 

155 

2.0e-10 

77 

48 

(L37382 ) beta-galactosidase-complementation protein 
[Cloning vector] 

220070 

LIB314 9-039-Q1-K1-H4 

BLASTX 

g2829899 

317 

3.0e-29 

140 

45 

(AC002311) similar to ripening-induced protein, 
gp_AJ0014 4 9_2-4 65015 and major#latex protein, 
gp_X91961_11074 95 [Arabidopsis thaliana] 

220071 

LIB314 9-039-Q1-K1-H7 

BLASTX 

glll3861 

208 

1.0e-16 

84 

55 

(U39930) nitrate reductase [Chlorella vulgaris] >gi_1113863 
(U39931) nitrate reductase [Chlorella vulgaris] 

220072 

LIB3143-039-Q1-K1-H8 

BLASTX 

g3549669 

173 

1.0e-12 

49 

71 

(AL031394) putative protein [Arabidopsis thaliana] 
220073 

LIB314 9-040-Q1-K1-A12 

BLASTX 

g2911042 

465 

1.0e-4 6 . 

135 

69 

(AL021961) Phosphoglycerate dehydrogenase - like protein 



31003 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220074 

LIB314 9-040-Q1-K1-A2 

BLASTX 

g3169028 

165 

2.0e-ll 

65 

48 

(AL023702) putative cationic amino acid transporter 
[Streptomyces coelicolor] 

220075 

LIB314 9-040-Q1-K1-A5 

BLASTX 

g4544432 

472 

2.0e-47 

135 

70 

(AC006955) putative mannose-l-phosphate guanyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220076 

LIB314 9-04 0-Q1-K1-A7 

BLASTX 

g2842480 

492 

8.0e-50 

116 

53 

(AL02174 9) ADP, ATP carrier-like protein [Arabidopsis 
thaliana] 



Seq. No. 


220077 


Seq. ID 


LIB314 9-04 0-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2760325 


BLAST score 


293 


E value 


2.0e-26 


Match length 


127 


% identity 


48 


NCBI Description 


(AC002130) F1N21.10 [Arab 


Seq. No. 


220078 


Seq. ID 


LIB314 9-040-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


gll72977 


BLAST score 


553 


E value 


6.0e-57 


Match length 


124 


% identity 


86 


NCBI Description 


60S RIBOSOMAL PROTEIN L18 



ribosomal protein L18 [Arabidopsis thaliana] 



Seq. No. 



220079 



31004 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3149-040-Q1-K1-B1 

BLASTX 

gl076314 

511 

5.0e-52 

110 

85 

cystathionine gamma-lyase (EC 4.4.1.1) 1 - Arabidopsis 
thaliana (fragment) >gi_4 99166_emb_CAA56143_ (X79707) CYS1 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220080 

LIB314 9-040-Q1-K1-B10 

BLASTX 

g3219353 

195 

3.0e-15 

39 
90 

(AF061514) 
hirsutum] 



manganese superoxide dismutase [Gossypium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220081 

LIB314 9-040-Q1-K1-B3 

BLASTX 

g3915847 

649 

3.0e-68 

134 

91 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220082 

LIB314 9-04 0-Q1-K1-B5 

BLASTX 

g994 73"6 

142 

5.0e-09 

53 

55 

(M18327) LacOPZ-alpha peptide from pUC9; putative [cloning 
vectors] >gi_994738 (M18328) LacOPZ-alpha peptide from 
pUC9; putative [cloning vectors] >gi_994740 (M18329) 
LacOPZ-alpha peptide from pUC9; putative [cloning vectors] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220083 

LIB314 9-040-Q1-K1-B6 

BLASTX 

g4163997 

264 

4.0e-23 

108 

50 

(AF087483) 
thaliana] 



alpha-xylosidase precursor [Arabidopsis 



31005 



seq • IN (J • 


9?nnfi4 


q prr jn 
ocq • x lv 


LTB314 9-04 0-O1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3738329 


DT ACT crnro 


1 ft 1 


Cj value 


9 Hci-I *3 


JxiSLCn lengtn 


4 D 


^ lueriLiLy 


ft ^ 


inl>d± uescripcion 


f Zi f~* 0 H R 1 "7 fM nnlrnnum nrnfoi n 
^ri^vVJ J 1 / U J UllftJlUWIl piULclil 


oeq. in o . 




Cpfr y n 


T.TR^I 49-040-01 -Kl -P1 ? 


t v Jfc; LilUU 


RT.A9TX 


NCBI GI 


g2911042 


BLAST score 


175 


E vslue 


1 flo— 1 9 


fuT ^ l a t™i ^ 

iyiai.cn xengun 


^ft 

D 0 


% identity 


RQ 


inodi uescripuion 


/AT M')l Uf^l ^ Phn cr»hr*rr 1 unoral-i 
^rU_iU^ x .7 O x ^ c nu&piiuy 1 yOcl d LJ 




LHxaJjlQupS 1 S LiiallanaJ 


OC^ . IN (J • 


9?nnft 


oeq • lu 




Method 


DT IS. OTY - • 


MPRT (IT 

IN D J. w X 


nl?Q?4ft 


BLAST score 


164 


E value 


2.0e-ll 


Match length 




% identity 


9 1 
Z 1 


NCBI Description 






— rrarHpn no^ *>rr -i 9 Q R P ^ 1 am] 
^ai. ucu ^ca i ^ ^ ju ji enu 




LrlSUJTl SaLlVUlUj 


Corf K7r\ 
OcCji IN U . 


9900ft 7 


oeq. xJJ 


T Tn*^1 /! Q — 0/10 — m — If 1 — Pft 

jjiDjifiij u^u yi Ri 


LiC L11UU 


BLASTX 


NCBI GI 


gl33829 


BLAST score 


195 


E - value 


6.0e-15 


Match length 


72 


% identity 


57 


NCBI Description 


30S RIB0S0MAL PROTEIN S17, 



- like protein 



r KNPMS2 protein S2 

(X51595) S2 protein 



CHL0R0PLAST PRECURSOR (CS17) 

>gi_81948_pir B35542 ribosomal protein S17 - garden pea 

(fragment) >gi_169068 (M31025) ribosomal protein S17 [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220088 

LIB314 9-04 0-Q1-K1-D11 

BLASTX 

g3176687 

354 

1.0e-33 

95 

68- 

(AC003671) Strong similarity to trehalose-6-phosphate 
synthase homolog from A. thaliana chromosome 4 contig 
gb_Z97344. ESTs gb_H37594, gb_R65023, gb_H37578 and 



31006 



gb_R64 855 come from this gene. [Arabidopsis thaliana] 



beq. WO. 




Seq. ID 


LIB314 9-040-Q1-K1-D3 


Method 


BLASTX 


MpDT CT 

NLdJ. IjI 


y jjjUDDI 


bbAbi score 


o 1 n 
z 1U 


E value 


y . ue-i / 


Match length 




% identity 




NCBI Description 


(ajuuijiuj jy Kua hit- nana containing protein [boianum 




uuDerosuiuj 


Seq. No. 


220090 


Seq. ID 


LIB314 9-04O-Q1-K1-D4 


Method 


"D T 7\ O TV 

rJliAb I A 




g4 !Uol04 


BLAST score 


OCT 


E value 


o . ue-j h 


Matcn xengtn 


loU 


% identity 


c c 
30 


NLbi Description 


tAtuzu/i/j nist iay± — tKiNA syntnetase [lriuicum aestivumj 


Seq. No. 




Seq. ID 


LIBJ14 y-U4 U-Ql-Kl-Db 


Method 


BLAbTX 


NObl bl 


gi^:4^<:o -r 


BLAST score 


383 


E value 


5.0e-37 


Match length 


/ y 


% identity 


y4 


NCBI Description 


IINIIIAIIUN eACIUK oA-z (blr-DAJ (fcjlfc-4D) 




>gi luuz/o pir bziuoy translation initiation ractor 




elF-oA.z - curlea-leaved tooacco >gi 19 /U^ emo CAA45104 




(XbJo4z) eukaryotic initiation ractor oA (z) [Nicotiana 




_L UiLLLJcKJ XII J_ J_ VJ J. -L d. J i 


Seq. No. 


220092 


Seq. ID 


LIB314 9-040-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


gl24226 


BLAST score 


337 


E value 


1.0e-31 


Match length 


79 



% identity 

NCBI Description 



INITIATION FACTOR 5A-2 (EIF-5A) (EIF-4D) 

>gi_100278_pir S21059 translation initiation factor 

eIF-5A.2 - curled-leaved tobacco >gi_19702_emb_CAA4 5104_ 
(X63542) eukaryotic initiation factor 5A (2) [Nicotiana 
plumbagini folia] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



220093 

LIB314 9-04 0-Q1-K1-D8 

BLASTX 

g464734 

229 

3.0e-19 



31007 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53 
85 

ADENOS YLHOMOCYSTEINASE ( S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_481237_pir^_S38379 
adenosylhomocysteinase (EC 3.3.1.1) - Madagascar periwinkle 
>gi_407412_emb_CAA81527_ (Z26881) S-adenosyl-L-homocysteine 
hydrolase [Catharanthus roseus] 

220094 

LIB314 9-040-Q1-K1-D9 

BLASTX 

g549056 

398 

8.0e-39 

129 

64 

T-COMPLEX PROTEIN 1, BETA SUBUNIT (TCP-1-BETA) (CCT-BETA) 

>gi_631651_pir S43059 CCT (chaperonin containing TCP-1) 

beta chain - mouse >gi_4 6854 6_emb_CAA8 342 8_ (Z31553) CCT 
(chaperonin containing TCP-1) beta subunit [Mus musculus] 

220095 

LIB314 9-040-Q1-K1-E12 
BLASTX 

g3860277 * ' 

299 - : - 

4.0e-27 

62 

92 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 



Seq- No. 


220096 


Seq. ID 


LIB314 9-04 0-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


gll36298 


BLAST score 


480 


E value 


2.0e-48 


Match length 


102 


% identity 


87 


NCBI Description 


(D61377) WIPK [Nicotiana tabacum] 


Seq. No. 


220097 


Seq. ID 


LIB314 9-040-Q1-K1-E6 


Method 


BLASTN 


NCBI GI 


g2924257 


BLAST score 


36 


E value 


3-0e-ll 


Match length 


80 


% identity 


86 


NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No. 


220098 


Seq. ID 


LIB314 9-040-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2760325 



31008 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method ^ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



320 

1.0e-29 

131 

51 

(AC002130) F1N21.10 [Arabidopsis thaliana] 
220099 

LIB314 9-040-Q1-K1-E9 

BLASTN 

g2264305 

44 

2.0e-15 

81 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK23, complete sequence [Arabidopsis thaliana] 

220100 

LIB314 9-040-Q1-K1-F1 

BLASTX 

g4490332 

174 

2.0e-12 

80 

51 

(AL035656) putative protein [Arabidopsis thaliana] 
220101 

LIB314 9-040-Q1-K1-F2 

BLASTX 

g4455194 

260 

1.0e-22 

65 

75 

(AL035440) putative protein [Arabidopsis thaliana] 
220102 

LIB314 9-040-Q1-K1-F3 

BLASTX 

g2980795 

567 

1.0e-58 

119 

91 

(AL022197) putative protein [Arabidopsis thaliana] 
220103 

LIB314 9-040-Q1-K1-F5 

BLASTX 

g729618 

519 

5.0e-53 

134 - v • 

78 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG 2 (GRP 78-2) 
(IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG 2) (BIE 



31009 



2) >gi_82172_pir PQ0262 luminal binding protein BLP-2 - 

cominon tobacco (fragment) >gi_100338_jpir S21878 heat shock 

protein BiP homolog blp2 - common tobacco (fragment) 
>gi_19807_emb_CAA42661_ (X60059) luminal binding protein 
(BiP) [Nicotiana tabacum] 



Con K\r\ 
Oct] • LNU > 




Car* TH 


T TR^1 4 Q — fid 0— HI — TCI — 


L v Jc LllOU 


DT7VCTY 
Di-jr\0 I A 




nQQQCI 1 Q 
y -3 30011 J 


dLlRol score 




TT 1 Tra 1 no 




J\A 3 4- pk "1 ^ /— f 4- V-> 

LYiaucn leng tn 


1 "31 




60 


NCBI Description 


(AB013101) 1-aminocyclopropane-l-carboxylate oxidase 




[Lycopersicon esculentum] 


o e q > in o • 




seq. id 




LYlc LflOU. 


RT aqmy 




rr1 4 £0 Q 


oij/ioi score 


^ ^9 


E value 




T\A 4— /— * V% 1 /~\ r*> /-t 4— V~v 

lYiauci). lengLii 


1 1 n 

11U 


% identity 


53 


NCBI Description 


(U62778) delta-tonoplast intrinsic protein [Gossypium 




niibULUiuj 


oeq . csio . 


99010 6 


oeq . ± u 


T TR"31 4Q — 040— H1 — K"1 -FQ 




DT ZiQTY 




n^ff 94 6 


DT ACT qnnro 


474 


F 1 1 np 
Hi V a x uc 


1 . Oe-47 


Match length 


131 


% identity 


70 


M f"" 1 0 T T\ /~\ o f- ^ v™* 4- t */™\ 
LNL-DX fcbClipLlUIl 


/ Zi T-5 fi 1 "7 R H 9 ^ V*\ q4- a_n_/iil n r< 2 n a vaKt t sA y~ r\ 1 o c 0 f NT TO^^Tana 4- 3 V> a aii tt\ 1 
/ JU^. / XJcLcl U y_LUC_,ciIl cAtJliyuiUlaoc L IN 1LUI Idllcl taJJaL-UIT.1 J 


064. 1NO . 


9901 07 
ZZU 1 U / 


OC^i X U 


T.TFm 4 9-040-O1 -K1 -CH 


fdlA 4- Vi /"\ 

L v ie inoa 


RT DQTY 


MpDT PT 


rr^4 1 *^1 70 


DlxttO 1 atUic 


698 


T7a 1 no 
£j vaxuc 




M^t-ph 1 pnrr1~h 

1 id l_ 1 IClty Lll 


128 


% identity 


95 


NCBI Description 


(AJ010227) 40S ribosomal protein S6 [Cicer arietinum] 


Seq. No. 


220108 


Seq. ID 


LIB314 9-040-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g508304 


BLAST score 


149 


E value 


7.0e-10 


Match length 


63 


% identity 


49 


NCBI Description 


(L22305) corC [Medicago sativa] 



31010 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220109 

LIB314 9-040-Q1-K1-G12 

BLASTX 

g2275213 

407 

8.0e-40 

125 

61 

(AC002337) hypothetical protein [Arabidopsis thaliana] 
220110 

LIB314 9-04 0-Q1-K1-G5 

BLASTX 

g3318611 

261 

2.0e-23 

57 

97 

(AB016063) mitochondrial phosphate transporter [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220111 

LIB314 9-040-Q1-K1-G6 

BLASTX 

g4539422 

629 

7.0e-66 

135 

81 

(AL049171) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



220112 

LIB314 9-040-Q1-K1-G7 

BLASTX 

g2935529 

412 

2.0e-40 

105 

69 

(AF049069) No definition line found [Pinus radiata] 
220113 

LIB314 9-040-Q1-K1-H1 

BLASTX 

g3123264 

417 

4.0e-41 

85 

91 

60S RIBOSOMAL PROTEIN L27 >gi_224 4 857_emb_CAB1027 9_ 
(Z97337) hypothetical protein [Arabidopsis thaliana] 

220114 

LIB314 9-040-Q1-K1-H11 

BLASTX 

g4539543 



31011 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



484 

6.0e-49 

116 

83 

(AJ133422 ) glyceraldehyde-3-phosphate dehydrogenase 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220115 

LIB314 9-040-Q1-K1-H3 

BLASTX 

gl469930 

211 

4.0e-17 

69 

70 

(U48777) fiber-specific acyl carrier protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220116 

LIB314 9-040-Q1-K1-H6 

BLASTX 

g3452497 

597 

4.0e-62 

133 

87 

(Y17796) ketol-acid reductoisomerase [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220117 

LIB314 9-040-Q1-K1-H8-; 

BLASTX 

g4090533 

558 

2.0e-57 

136 

79 

(U68215) ACC oxidase [Carica papaya] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220118 

LIB3149-040-Q1-K1-H9 

BLASTX 

g2829862 

146 

2.0e-09 

99 

40 

(AC002396) Similar to glucosyltransf erases [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



220119 

LIB314 9-042-Q1-K1-A1 

BLASTX 

gl495768 

401 

3.0e-39 

110 

69 



31012 



NCBI Description 



(Z68506) chloroplast inner envelope protein, 110 kD 
(IEP110) [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220120 

LIB314 9-042-Q1-K1-A11 

BLASTX 

g508304 

286 

3.0e-26 

70 

76 

(L22305) corC [Medicago sativa] 
220121 

LIB314 9-042-Q1-K1-A4 

BLASTX 

g4567202 

559 

1.0e-57 

116 

94 

(AC007168.) putative myo-inositol 1-phosphate synthase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220122 

LIB3149-042-Q1-K1-A5 

BLASTX 

g!076511 

380 

9.0e-37 

116 

68 

H+-transporting ATPase (EC 3.6.1.35) - 
>gi_758250_emb_CAA59799_ (X85804) H{+) 
[Phaseolus vulgaris] 



kidney bean 
■transporting ATPase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220123 

LIB314 9-042-Q1-K1-A9 

BLASTX 

gl41614 

172 

1.0e-12 

63 

65 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE ZA1 OR Ml) 

>gi_82662_pir B22831 22K zein precursor (clone Ml) - maize 

>gi_22527_emb_CAA24 722_ (V01475) reading frame zein [Zea 
mays] >gi 224510 prf 1107201D zein Ml [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



220124 

LIB314 9-042-Q1-K1-B1 

BLASTX 

g464621 

355 

1.0e-33 

120 

60 



31013 



NCBI Description 60S RIBOSOMAL "PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 9175_- (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 





Con Ma 
Oc(|i IN \J . 


9901 9R 

£. \J J. £. J 






T TR^I AQ—C\A 9— HI — — R1 1 










IN^DJ. *J 1 






OJ-triO 1 bLUIc 






Cj Val Uc 






ixictucn leny Lii 


69 




% identity 


74 




NCBI Description 


(AC005896) nodulin-like protein [Arabidopsis thaliana] 




O C q • IN U • 


9901 9 6 






T TR^1 A 0—04 9—01 — K"1 — R"3 






RT.A.STX 


* 




rrl "3 ^1 Q 




dlaoi score 


1 >l Q 




Hi V d_L Lit; 






rid Lull J.tJliyL.11 


119 
J. ± z. 


— 


% "i dpnt" 1 1~ v 

O J.MC11 LX Ly 


31 




NCBI Description 


(U61953) No definition line found [Caenorhabditis elegans] 


I 


Seq. No. 


220127 


Li 0 


Seq. ID 


LIB314 9-042-Q1-K1-B4 




Method 


BLASTX 




NCBI GI 


g3860315 




BLAST score 


454 




E value 


3.0e-45 




Match length 


99 




% identity 


85 




NCBI Description 


(AJ012684) 40S ribosomal protein S19 [Cicer, arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220128 

LIB314 9-042-Q1-K1-B5 

BLASTX 

g3860315 

433 

6.0e-43 

104 

79 

(AJ012684) 40S ribosomal protein S19 [Cicer arietinum] 



Seq. No. 220129 

Seq. • ID LIB3149-042-Q1-K1-B7 

Method BLASTX 

NCBI GI g4417280 

BLAST score 381 

E value 9.0e-37 

Match length 95 

% identity BO 

NCBI Description (AC007019) putative ATP synthase [Arabidopsis thaliana] 

Seq. No. 220130 

Seq. ID LIB3149-042-Q1-K1-B9 



31014 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2497752 

173 

9.0e-13 

51 

63 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
>gi_1321911_emb_CAA65475_ (X96714) 
[Prunus dulcis] 



1 PRECURSOR (LTP 1) 
lipid transfer protein 



220131 

LIB314 9-042-Q1-K1-C10 

BLASTX 

g2507281 

352 

1.0e-33 

65 

100 

GTP-BINDING NUCLEAR PROTEIN RAN- 2 >gi_l 668706_emb_CAA6604 8_ 
(X97380) atran2 [Arabidopsis thaliana] 

220132 

LIB314 9-042-Q1-K1-C4 

BLASTX 

gll72995 

206 

3.0e-16 
79 

56 ' 

60S RIBOSOMAL PROTEIN L22 >gi_1083790_pir S52084 ribosomal 

protein L22 - rat >gi_710295_emb_CAA55204_ (X78444) 
ribosomal protein L22 [Rattus norvegicus] 

>gi_1093952_prf 2105193A ribosomal protein L22 [Rattus 

norvegicus] 

220133 

LIB314 9-042-Q1-K1-C6 

BLASTX 

g3024126 

687 

1.0e-72 

132 

97 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_165557 6_emb_CAA95856_ (Z71271) S-adenosyl-L-methionine 
synthetase 1 [Catharanthus roseus] 

220134 

LIB314 9-042-Q1-K1-C7 

BLASTX 

gl33867 

242 

1.0e-20 

56 

84 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 



31015 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



protein Sll - maize >gi_22470_emb_CAA39438_ 
ribosomal protein Sll [Zea mays] 



220135 

LIB314 9-042-Q1-K1-C8 

BLASTX 

g3046705 

201 

9.0e-16 

59 

71 

(AL022198) ribosomal protein Sll 
[Arabidopsis thaliana] 



(X55967) 



like (partial) 



220136 

LIB314 9-042-Q1-K1-C9 

BLASTX 

Q1922251 

284 

9.0e-26 

58 

95 

(Y12072) farnesyl pyrophosphate synthase 
arboreum] 



[Gossypium 



220137- 

LIB3149-042-Q1-K1-D11 

BLASTX 

g3128228 

441 

3.0e-44 

86 

94 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

220138 

LIB314 9-042-Q1-K1-D12 

BLASTX 

g399414 

441 

3.0e-44 

87 

98 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) - 

>gi_3228 65_pir JC1454 translation elongation factor eEF-1 

alpha chain - wheat >gi_170776 (M90077) translation 
elongation factor 1 alpha-subunit [Triticum aestivum] 
>gi_94 9878_emb_CAA90651_ (Z50789) elongation factor 1-alpha 
[Hordeum vulgare] 

220139 

LIB314 9-042-Q1-K1-D7 

BLASTX 

g3421123 

379 



31016 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



l.O.e-36 

84 

83 

(AF04 3538) 20S proteasome beta subunit PBG1 [Arabidopsis 
thaliana] 

220140 

LIB314 9-042-Q1-K1-D8 

BLASTX 

gl31770 

349 

5.0e-33 

97 

65 

40S RIBOSOMAL PROTEIN S9 (40S RIBOSOMAL PROTEIN 1024) 

(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb_CAA2984 4_ (X06636) rpl024 protein 
[Dictyostelium discoideum] 

220141 

LIB314 9-042-Q1-K1-E1 

BLASTX 

g464707 

155 

3.0e-13 

58 

71 

40S RIBOSOMAL PROTEIN S18 >gi_4 80908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434 343_emb_CAA8227 3_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_43434 5_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 9 0 6_emb_CAA8 2 2 7 5_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) r ribosomal . protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R304 30 come from this gene. [Arabidopsis thaliana] 
>gi_4 538910_emb_CAB39647. 1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

220142 

LIB314 9-042-Q1-K1-E11 

BLASTX 

g2558962 

156 

1.0e-10 

62 

53 

(AF025667) histone H2B1 [Gossypium hirsutum] 
220143 

LIB314 9-042-Q1-K1-E4 
BLASTX 



31017 



NCBI GI 


g586076 


BLAST score 


733 


E value 


5.0e-78 


Match length 


144 


% identitv 


96 


NCRT Dp 9 rr i nt* i on 


TUBULIN BETA-1 CHAIN >ai 486734 oir S35142 




chain - white lupine >gi 4 02636 emb CAA4 9736 




tubulin 1 [Lupinus albus] 


Seq. No. 


220144 


Seq. ID 


LIB314 9-042-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3451473 


BLAST score 


17 9 


E value 


5.0e-13 


Match length 


112 


% i Hpn t i t m 


39 


NCBI Description 


(AL03134 9) 4 — ni t rophenylphosphat ase [Schizosi 




noTTi hp 1 


Seq. No. 


220145 ' 


Seq. ID 


LIB314 9-04 2-O1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3894172 


BLAST score 


313 


E value 


6.0e-29 


M^tph 1 pnnth 


117 


9fc ir?pn1~'i , h\/ 


47 


NCBI Descrintion 


fACOOS*3121 niifafi vp pi nnamnvl -PoA rpHnpta ^p 




thai iana 1 


Seq. No. 


220146 


Seq. ID 


LIB314 9-042-O1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2244929 


BLAST score 


150 


E value 


1.0e-09 


Match lpnath 

X .Id \^ X X ^ ^ X 1 L* 1 1 


75 


% identity 


43 


NCRT Dp^rri ion 

ll V X»J ,X> La/ W \^ X* .X. hm* \— ^ \J X X 


(Z973391 unnaniPfi nrotpin Drodurt" J ATatvi Hod^ i * 


Seq. No. 


220147 


Seq. ID 


LIB314 9-042-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g729882 


BLAST score 


143 


E value 


6.0e-09 


Matfcff length 


25 


% identity 


92 


NCBI Description 


CASEIN KINASE II BETA* CHAIN (CK II) 



(X70184) Beta 



>gi_1076300_pir S47968 casein kinase II (EC 2.7.1.-) beta 

chain CKB2 - Arabidopsis thaliana >gi_467975 (U03984) 
casein kinase II beta subunit CKB2 [Arabidopsis thaliana] 
>gi_2245122_emb_CAB10544_ (Z97343) unnamed protein product 
[Arabidopsis thaliana] 



Seq. No. 



220148 



31018 



Seq. ID LIB3149-042-Q1-K1-F10 

Method BLASTX 

NCBI GI g4101589 

BLAST score 247 

E value 2.0e-21 

Match length 76 

% identity 61 

NCBI Description (AF005050) aspartyl aminopeptidase [Homo sapiens] 

Seq. No. 220149 

Seq. ID LIB3149-042-Q1-K1-F12 

Method BLASTX 

NCBI GI g4127456 

BLAST score 210 

E value 5.0e-17 

Match length 70 

% identity 66 

NCBI Description (AJ010818) Cpn21 protein [Arabidopsis thaliana] 

Seq. No. 220150 

Seq. ID LIB3149-042-Q1-K1-F4 

Method BLASTX 

NCBI GI * g2065531 

BLAST score 396 

E value 2.0e-45 

Match length 117 

% identity 75 : 

NCBI Description- (U78526) endo-1 , 4-beta-glucanase [Lycopersicon esculentum] 

Seq. No. 220151 

Seq. ID LIB3149-042-Q1-K1-F5 

Method BLASTX 

NCBI GI g2632254 

BLAST score 503 

E value 3.0e-51 

Match length 105 

% identity 87 

NCBI Description (Y12465) serine/threonine kinase [Sorghum bicolor] 

Seq. No. 220152 

Seq. ID LIB3149-042-Q1-K1-F7 

Method BLASTX 

NCBI GI gl841870 

BLAST score 294 

E value 1.0e-26 

Match length 78 

% identity 73 

NCBI Description (U87222) elongation factor 1-beta [Pimpinella brachycarpa] 

Seq. No. 220153 

Seq. ID LIB3149-042-Q1-K1-F8 

Method BLASTX 

NCBI GI gl841870 

BLAST score 318 

E value 2.0e-29 

Match length 95 

% identity 69 



NCBI Description 



(U87222) elongation factor 1-beta [Pimpinella brachycarpa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220154 

LIB314 9-042-Q1-K1-F9 

BLASTN 

gl418705 

76 

8.0e-35 

178 

96 

G.hirsutum metallothionein-like gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match 1 e n y t h 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E' value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI v. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220155 

LIB314 9-042-Q1-K1-G10 

BLASTX 

g2581785 

358 

2.0e-34 

86 

77 

(U94999) class 2 non-symbiotic hemoglobin [Arabidopsis 
thai i ana] 

220156 

LIB314 9-042-Q1-K1-G2 

BLASTX 

g322750 

64*0 

4.0e-67 

128 

95 

ubiquitin / ribosomal protein CEP52 - wood tobacco 
>gi_170217 (M74100) ubiquitin fusion protein [Nicotiana 
sylvestris] 

220157 

,LIB314 9-042-Ql-Kl-G4 
BLASTX 
gl703380 
448 

1.0e-44 

87 

98 

ADP-RIBOSYLATION FACTOR >gi_1132483_dbj_BAA04607__ (D17760) 
ADP-ribosylation factor [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220158 

LIB3149-042-Q1-K1-G5 

BLASTX 

g2431769 

208 

1.0e-16 
55 

76 " ' 

(U62752) acidic ribosomal protein Pla [Zea mays] 



Seq. No. 



220159 



31020 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



LIB314 9-042-Q1-K1-G6 

BLASTX 

g3894387 

208 

2.0e-16 

135 

5 

(AF053995) Hcr2-0B [Lycopersicon esculentum] 
220160 

LIB314 9-042-Q1-K1-G7 

BLASTX 

g3413167 

354 

1.0e-33 c 

71 

96 

(AJ010225) elongation factor 1-alpha [Cicer arietinum] 
220161 

LIB314 9-042-Q1-K1-G8 

BLASTX 

g3319882 

265 

3.0e-23 

62 

82 

(AJ004960) elongation factor 1-alpha (EFl-a) [Cicer 
arietinum] 

220162 

LIB314 9-042-Q1-K1-H11 

BLASTX 

g3128228 

334 

1.0e-31 

70 

90 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

220163 

LIB314 9-042-Q1-K1-H3 

BLASTX 

gl754522 

170 

4 .Oe-21 
106 . 
52 

(D89984) ornithine decarboxylase [Nicotiana tabacum] 
220164 

LIB314 9-042-Q1-K1-H5 

BLASTX 

g464707 

432 



31021 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-43 

107 

83 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_43434 3_emb_CAA8 2 2 7 3_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

220165 

LIB314 9-042-Q1-K1-H6 

BLASTX 

g464707 

239 

4.0e-20 *■ 

78 

62 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb__CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_4 34 34 3_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_4 34 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
r~ibosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 ' f rom A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

220166 

LIB314 9-042-Q1-K1-H8 

BLASTX 

g3024020 

602 

1.0e-62 

130 

87 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 



Seq. No. 
Seq. ID 



220167 

LIB3149-043-Q1-K1-A1 



31022 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g642263 

187 

1.0e-101 

347 

88 

R.enysii ITS2 and 28S rRNA gene (partial) 
220168 

LIB314 9-043-Q1-K1-A2 

BLASTX 

gl350707 

121 

1.0e-12 

52 

70 

60S RIBOSOMAL PROTEIN L29 >gi_539923_pir JC2012 ribosomal 

protein 17K - mouse >gi_404766 (L08651) ribosomal protein 
[Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220169 

LIB314 9-043-Q1-K1-A3 

BLASTS 

gl24224 

610 

1.0e-63 

122 

93 

INITIATION FACTOR 5A-1 (EIF-5A)* (EIF-4D) 

>gi_100345_pir S21060 translation initiation factor eIF-5A 

- common tobacco >gi_19887_emb_CAA4 5105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 

220170 

LIB314 9-043-Q1-K1-A6 

BLASTX 

gl26959 

297 

4.0e-27 

83 

75 

TONOPLAST INTRINSIC PROTEIN, ROOT-SPECIFIC RB7-5A (RT-TIP) 

>gi_82192_pir JQ1011 TobRB7-5A protein - common tobacco 

>gi_100371_pir S13719 probable membrane channel protein - 

common tobacco >gi_20011_emb_CAA38634_ (X54855) possible 
membrane channel protein [Nicotiana tabacum] 

220171 

LIB314 9-043-Q1-K1-A8 

BLASTX 

g3873845 

150 

•1.0e-09 
54 
48 

(Z82256) similar to 60S ribosomal protein L29; cDNA EST 
yk493f9.3 comes from this gene [Caenorhabditis elegans] 



31023 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220172 

LIB3149-043-Q1-K1-B2 

BLASTN 

g2687434 

237 

1.0e-131 

277 

96 

Eucryphia lucida large subunit 2 6S ribosomal RNA gene, 
partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220173 

LIB314 9-04 3-Q1-K1-B4 

BLASTX 

g4432840 

321 

8.0e-30 

106 

61 

(AC006283) unknown protein [Arabidopsis thaliana] 



Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220174 

LIB3149-043-Q1-K1-B7 

BLASTX 

g2829871 

259 

5.0e-39 

103 

72 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220175 

LIB3149-043-Q1-K1-C1 

BLASTX 

g3694872 

474 

9/0e-48 

116 

76 

(AF092547) profilin [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220176 

LIB314 9-043-Q1-K1-C10 

BLASTX 

g730526 

475 

6.0e-48 

97 

88 

60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404 166_emb^CAA53005_ (X75162) BBC1 protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



220177 

LIB314 9-04 3-Q1-K1-C11 



31024 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl917019 

508 

1.0e-51 

128 

77 

(U92045) ribosomal protein S6 RPS6-1 [Zea mays] 
220178 

LIB314 9-043-Q1-K1-C12 

BLASTX 

g2529665 

628 

9.0e-66 

129 

92 

(AC002535) putative ribosomal protein L7A [Arabidops 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



220179 

LIB314 9-043-Q1-K1-C2 

BLASTX 

g3128177 

335 

l;0e-31 

82 

80 

(AC004521) unknown protein [Arabidopsis thaliana] 
220180 

LIB314 9-043-Q1-K1-C3 

BLASTX 

g2827552 

482 

1.0e-48 

108 

41 

(AL021635) predicted protein [Arabidopsis thaliana] 
220181 

LIB314 9-043-Q1-K1-C4 

BLASTX 

g2894603 

188 

3.0e-14 

74 
16 

(AL021889) putative protein [Arabidopsis thaliana] 
220182 

LIB314 9-043-Q1-K1-C5 

BLASTX 

g2119353 

287 

*8.0e-26 

115 

50 
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NCBI Description 



calmodulin - moss (Physcomitrella patens) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220183 

LIB3149-043-Q1-K1-C6 

BLASTX 

g514322 

416 

6.0e-41 

122 
63 

(L34772) RNA polymerase subunit [Arabidopsis thaliana] 

>gi_1586549j?rf 2204246A RNA polymerase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



220184 

LIB314 9-043-Q1-K1-C9 

BLASTX 

gl352821 

626 

2.0e-65 

119 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA3802 6_ (X54091) 
ribulbse^blsphosphate carboxylase "[Gossypium hirsutum] 

220185 

LIB314 9-043-Q1-K1-D1 

BLASTX 

g3834309 

283 

2.0e-25 

89 

54 

(AC005679) Strong similarity to glycoprotein EP1 gb_L16983 
Daucus carota and a member of S locus glycoprotein family 
PF_00954. ESTs gb_F13813, gb_T21052, gb_R30218 and' 
gb_W4 3262 come from this gene. [Arabidopsis thaliana] 

220186 

LIB314 9-043-Q1-K1-D4 

BLASTX 

g4039014 

478 

3.0e-48 

127 

66 

(AF037338) cleft lip and palate transmembrane protein 1 
[Homo sapiens] >gi_4063033 (AF037339) cleft lip and palate 
transmembrane protein 1 [Homo sapiens] 

>gi_4502897_ref_NP_001285.1_pCLPTMl_ cleft lip and palate 
associated transmembrane protein 

220187 

LIB314 9-043-Q1-K1-D6 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2494620 

277 

1.0e-24 

71 

68 

SUCCINATE DEHYDROGENASE IRON-SULFUR PROTEIN >gi_975319 
(U31902) succinate dehydrogenase iron-sulfur protein 
subunit [Paracoccus denitrif icans] 

220188 

LIB3149-043-Q1-K1-D7 

BLASTX 

g2996166 

339 

7.0e-32 

66 

91 

(AF051757) putative 60S ribosomal protein L15 [Picea 
mariana] >gi_2996168 (AF051758) putative 60S ribosomal 
protein L15 [Picea mariana] >gi_2996170 (AF051759) putative 
60S ribosomal protein L15 [Picea mariana] 





22018 9 


Seq. ID 


4 9-04 "3-01 -Kl -D9 


Method 


BLASTN 


NCBI GI 


gl335861 


BLAST score 


55 


E value 


4.0e-22 


Match length 


212 


% identity 


84 


NCBI Description 


Glycine max clathrin heavy chain mRNA 


Seq. No. 


220190 


Seq. ID 


LIB314 9-043-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


gl296816 


BLAST score 


566 


E value 


1.0e-58 


Match length 


111 


% identity 


99 


NCBI Description 


(X94 995) naringenin-chalcone synthase 


Seq. No. 


220191 


Seq. ID 


LIB314 9-043-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


gl33812 


BLAST score 


323 


E value 


5.0e-30 


Match length 


74 


% identity 


86 


NCBI Description 


CHLOROPLAST 30S RIBOSOMAL PROTEIN SI 6 




ribosomal protein S16 - white mustard 




>gi_12217_emb_CAA31944_ (X13609) 16S : 




[Sinapis alba] 


Seq. No. 


220192 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E./Vaiue 

Match length 

% identity 

NCBI Description 



LIB314 9-043-Q1-K1-F12 

BLASTX 

gll74621 

191 

2.0e-14 

86 

49 

T-COMPLEX PROTEIN 1, THETA SUBUNIT (TCP-1-THETA) 

(CCT-THETA) >gi_1083259_pir JC4073 TCP-1 containing 

cytosolic chaperonin (CCT) theta chain - mouse 
>gi_695625_emb_CAA85521_ (Z37164) CCTtheta, theta subunit 
of the chaperonin containing TCP-1 (CCT) [Mus musculus] 

220193 

LIB314 9-04 3-Q1-K1-F3 

BLASTX 

g2118220 

412 

2.0e-40 

117 

75 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P1) - Arabidopsis thaliana >gi_926929 (L44581) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] >gi_926933 (L44583) vacuolar H+-pumping ATPase 16 
kDa proteolipid [Arabidopsis thaliana] 
>gi_3096941_emb_CAA18851.1_ (AL023094) vacuolar 
H+-transporting ATPase 16K chain [Arabidopsis thaliana] 
>gi_4 539311_emb_CAB38812.1_ (AL035679) H+-transporting 
ATPase 16K chain P2, vacuolar [Arabidopsis thaliana] 

220194 

LIB314 9-04 3-Q1-K1-F4 

BLASTX 

g3122060 

300 

3.0e-27 

60 

97 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_2598 657_emb_CAA10847_ (AJ222579) elongation factor 
1-alpha (EFl-a) [Vicia faba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220195 

LIB314 9-043-Q1-K1-F5 

BLASTX 

g4567251 

155 

3.0e-10 

32 

78 

(AC007070) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



220196 

LIB314 9-04 3-Q1-K1-F6 

BLASTX 

g2911058 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206 

3.0e-16 
88 

45 c. 

(AL021961) putative protein [Arabidopsis thaliana] 
220197 

LIB314 9-04 3-Q1-K1-F9 

BLASTX 

gll3029 

384 

3.0e-37 

73 

100 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68209_pir WZCNIU isocitrate lyase (EC 4.1.3.1) - 

upland cotton >gi_184 8 6_emb_CAA36381_ (X52136) isocitrate 
lyase (AA 1-576) [Gossypium hirsutum] 



Seq. No. 220198 

Seq. ID LIB3149-043-Q1-K1-G12 

Method BLASTX 

NCBI GI g557472 

BLAST score 211 

E value 7.0e-17 

Match length 126 

% identity 37 

NCBI Description (U15178) arabinosidase [Bacteroides ovatus] 

Seq. No. 220199 

Seq. ID LIB3149-043-Q1-K1-G2 

Method BLASTX 

NCBI GI g3450889 

BLAST score 340 

E value 5.0e-32 

Match length 97 

% identity 73 

NCBI Description (AF083890) 19S proteosome subunit 9 [Arabidopsis thaliana] 

Seq. No. 220200 

Seq. ID LIB3149-043-Q1-K1-G3 

Method BLASTX 

NCBI GI g3450889 

BLAST score 149 

E value 9.0e-10 

Match length 72 

% identity 53 

NCBI Description (AF083890) 19S proteosome subunit 9 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST- score 
E value 
Match length 
% identity 



220201 

LIB314 9-043-Q1-K1-G5 

BLASTX 

g2662341 

654 

8.0e-69 

129 

98 



31029 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match 1 
% ident 
NCBI De 



ength 
ity 

scription 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



(D63580) EF-1 alpha [Oryza sativa] 

>gi_2662345_dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2662347_dbj_BAA23660_ (D63583) EF-1 alpha 
[Oryza sativa] 

220202 

LIB314 9-043-Q1-K1-G8 

BLASTN 

gl654275 

156 

8.0e-83 

156 

100 

Cienfuegosia tripartita 5.8S ribosomal RNA gene and 
internal transcribed spacer 1 and 

220203 

LIB314 9-04 3-Q1-K1-H11 

BLASTX 

g464707 

514 

2.0e-52 

117 

85 

40S RIBOSOMAL PROTEIN S18 >gi_4 80908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_4 34 343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_4 34 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121 / gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18:.A ribosomal 
protein [Arabidopsis thaliana] 

220204 

LIB314 9-043-Q1-K1-H12 

BLASTX 

gl076414 

277 

1.0e-24 

118 
51 

subtilisin-like proteinase (EC 3.4.21.-) - Arabidopsis 
thaliana (fragment) >gi_7 57534_emb_CAA59963_ (X85974) 
subtilisin-like protease [Arabidopsis thaliana] 

220205 

LIB314 9-04 3-Q1-K1-H4 

BLASTX 

g3157933 

514 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-52 

120 

79 

(AC002131) Contains similarity to box helicases gb_U29097 
from C. elegans and to the ENBP1 gene product gb_X95995 
from Vicia sativa. [Arabidopsis thaliana] 

220206 

LIB314 9-043-Q1-K1-H5 

BLASTX 

g3687243 

241 

2.0e-20 

61 

77 

(AC005169) putative ribosomal protein [Arabidopsis 
thaliana] 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq'. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



LIB314 9-043-Q1-K1-H8 

BLASTX 

g3860277 

486 

4.0e-4'9 

128 

75 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

220208 

LIB314 9-043-Q1-K1-H9 

BLASTX 

g2827082 

521 

3.0e-53 
120 

79 " 

(AF020272) malate dehydrogenase [Medicago sativa] 
220209 

LIB314 9-04 4-Q1-K1-A1 

BLASTX 

g3212116 

267 

2.0e-23 

107 

49 

(Y17393) prefoldin subunit 2 [Mus musculus] 
220210 

LIB314 9-04 4-Q1-K1-A10 

BLASTX 

g4371282 

4 97 

2.0e-50 
110 
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% identity 

NCBI Description 



86 

(AC006260) putative 60S ribosomal protein L12 [Arabidopsis 
thaliana] 



Seq. No. 


220211 


Seq. ID 


LIB314 9-04 4-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2648032 


BLAST score 


628 


E value 


1.0e-65 


Match length 


141 


% identity 


79 


NCBI Description 


(AJ001374) alpha-glucosidase 


Seq. No. 


220212 


Seq. ID 


LIB314 9-044-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g2500195 


BLAST score 


319 


E value 


2.0e-29 


Match length 


65 


% identity 


95 


NCBI Description 


RAC-LIKE GTP BINDING PROTEIN 




(Z49191) small G protein [Be1 


Seq. No. 


220213 


Seq. ID 


LIB314 9-044-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g547886 


BLAST score 


300 


E value 


2.0e-27 


Match length 


118 


% identity 


58 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



MALATE 0X1 DOREDUCTASE , CHLOROPLAST PRECURSOR (MALIC ENZYME) 

(ME) (NADP-DEPENDENT MALIC ENZYME) (NADP-ME) 
>gi_542102_pir S42939 malate dehydrogenase 

(oxaloacetate-decarboxylating) (NADP.+ ) (EC 1.1.1.40) 

precursor - Flaveria pringlei >gi_1084 44 4_pir S52016 

malate dehydrogenase (oxaloacetate-decarboxylating) (NADP+) 

(EC 1.1.1.40) - Flaveria pringlei >gi_4594 41_emb_CAA54 98 6_ 

(X78069) malate dehydrogenase (oxaloacetate 
decarboxylating) (NADP+) [Flaveria pringlei] 

220214 

LIB3149-04 4-Q1-K1-A3 

BLASTX 

g4454033 

186 

5.0e-14 

54 

59 

(AL035394) putative potassium transport protein 
[Arabidopsis thaliana] 

220215 

LIB314 9-044-Q1-K1-A4 
BLASTX 
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NCBI GI 


g3893081 


BLAST score 


523 


E value 


2.0e-53 


Match length 


138 


% identity 


70 


NCBI Description 


(AJ012747) MLH1 protein [Arabidops 


Seq. No. 


220216 


Seq. ID 


LIB314 9-044-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g4508079 


BLAST score 


156 


E value 


7.0e-ll 


Match length 


74 


% identity 


45 


NCBI Description 


(AC005882) 66284 [Arabidopsis thai 


Seq. No. 


220217 


Seq. ID 


LIB314 9-044 -Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


gl518540 


BLAST score 


590 


E value 


3.0e-61 


Match length 


127 


% identity 


91 


NCBI Description 


(U53418) UDP-glucose dehydrogenase 


Seq. No. 


220218 


Seq. ID 


LIB3149-044-Q1-K1-A7 . 


Method 


BLASTX 


NCBI GI 


g547886 


BLAST score 


505 


E value 


3.0e-51 


Match length 


137 


% identity 


74 


NCBI Description 


MALATE OXIDOREDUCTASE, CHLOROPLAST 



'(ME) (NADP- DEPENDENT MALIC ENZYME) (NADP-ME) 
>gi_542102_pir S42939 malate dehydrogenase 

(oxaloacetate-decarboxylating) (NADP+) (EC 1.1.1.40) 

precursor - Flaveria pringlei >gi_1084444_pir S52016 

malate dehydrogenase (oxaloacetate-decarboxylating) (NADP+) 

(EC 1.1.1.40) - Flaveria pringlei >gi_4 59441_emb_CAA54 986_ 

(X78069) malate dehydrogenase (oxaloacetate 
decarboxylating) (NADP+) [Flaveria pringlei] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220219 

LIB314 9-04 4-Q1-K1-B10 

BLASTX 

g2119937 

701 

3.0e-74 

140 

98 

translation initiation factor eIF-4A.13 - common tobacco 
( fragment) 



Seq. No. 



220220 



31033 



EG 



£==» 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB314 9-044-Q1-K1-B12 

BLASTX 

g3924597 

212 

6.0e-17 

133 
37 

(AF069442) 



putative oxidoreductase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



220221 

LIB314 9-044-Q1-K1-B3 

BLASTX 

g3915847 

396 

2.0e-38 

84 

88 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
405 ribosomal protein S2 [Arabidopsis thaliana] 

220222 

LIB314 9-04 4-Q1-K1-C11 

BLASTX 

g4206210 

4 62 

3.0e-46 
141 

64 ... 

(AF071527) putative calcium channel [Arabidopsis thaliana] 
>gi_4263043_gb_AAD15312_ (AC005142) putative calcium 
channel [Arabidopsis thaliana] 

220223 

LIB314 9-04 4-Q1-K1-C12 

BLASTX 

gl69989 

506 

2.0e-51 

111 

88 

(L12157) NADPH-specif ic isocitrate dehydrogenase [Glycine 
max] 

220224 

LIB314 9-044-Q1-K1-C2 

BLASTX 

g2829899 

299 

3.0e-27 

124 

47 

(AC002311) • similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 

220225 

LIB314 9-04 4-Q1-K1-C7 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3241927 

52 

3.0e-20 

112 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTE17, complete sequence [Arabidopsis thaliana] 



PI clone: 



220226 

LIB3149-044-Q1-K1-C9 

BLASTX 

gl362078 

231 

2.0e-19 

62 

63 

endo-1, 4-beta-D-glucanase, xyloglucan-specif ic (clone NXG1) 
- common nasturtium >gi_311835_emb_CAA4 8324_ (X68254) 
cellulase [Tropaeolum majus] 

220227 

LIB314 9-04 4-Q1-K1-D2 

BLASTN 

g974781 

33 

5.0e-09 

120 

86 

C.blumei kinetoplast met gene for cobalamine-independent 
methionine synthase 

220228 

LIB314 9-044-Q1-K1-D3 

BLASTX 

g730645 

440 

1.0e-43 

114 

79 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA80679_ 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB704 4 9_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788, gb_ATTS0365 come from this gene. [Arabidopsis 
thaliaria] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score ' 
E value 
Match length 
% identity 



220229 

LIB314 9-04 4-Q1-K1-D7 

BLASTX 

g464621 

375 

4 .Oe-36 

83 

88 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

O *— ^ » -L 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539__emb_CAA4 9175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

220230 

LIB314 9-04 4-Q1-K1-D8 

BLASTX 

g218288 

281 

5.0e-25 

136 

29 

(Dlllll) chloroplast 33 kd ribonucleoprotein (cp33) 
[Nicotiana sylvestris] >gi_311952_emb_CAA41253_ (X58356) 33 
kd chloroplast ribonucleoprotein [Nicotiana sylvestris] 

220231 

LI3314 9-044-QI-KI-EII 

BLASTX 

gl905910 

422 v 

1.0e-41 . 

144 

54 

(AD000092) putative human phenylalanine tRNA synthetase 
[Homo sapiens] 

220232 

LIB3149-044-Q1-K1-E2 ' - 

BLASTX 

gl351983 

207 

1.0e-16 

88 

50 

AS PARAGINE SYNTHETASE . (GLUTAMINE-HYDROLYZING) 1 

(GLUTAMINE-DEPENDENT AS PARAG I NE . SYNTHETASE 1) 
>gi_214 7131_pir S57931 asparagine synthase 

(glutamine-hydrolysing) (EC 6.3.5.4) - Lotus japonicus 
>gi_214 7133_pir S69182 asparagine synthase 

(glutamine-hydrolysing) (EC 6.3.5.4) 1 - Lotus japonicus 
>gi_897771_emb_CAA61589_ (X89409) asparagine synthase 

(glutamine-hydrolysing) [Lotus japonicus] 

220233 

LIB314 9-04 4cQl-Kl-E3 

BLASTX 

gll70373 

290 

2.0e-47 

103 

96 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473_pir S46302" 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684_ (X74 604) heat shock protein 70 
cognate [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220234 

LIB314 9-044-Q1-K1-E6 

BLASTN 

g2264314 

34 

2.0e-09 

134 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQK4, complete sequence .[Arabidopsis thaliana] 



PI clone: 



Seq. No. 220235 

Seq. ID LIB3149-044-Q1-K1-E7 

Method BLASTX 

NCBI GI g2970051 

BLAST score 44 6 

E value 2.0e-44 

Match length 95 

% identity 89 

NCBI Description (AB012110) ARG10 [Vigna radiata] 

Seq. No. 220236 

Seq. ID LIB3149-044-Q1-K1-E8 

Method BLASTX 

NCBI GI g3882183 

BLAST score 192 

E value 1 . Oe-14 

Match length 58 

% identity 31 

NCBI Description (AB018274) KIAA0731 protein [Homo sapiens] 

Seq. No. 220237 

Seq. ID LIB3149-044-Q1-K1-F12 

Method BLASTX 

NCBI Gl g4572674 

BLAST score 27 9 . ^ 

E value 9.0e-25 

Match length 73 

% identity 73 

NCBI Description (AC006954) unknown protein [Arabidopsis thaliana] 

Seq. No. 220238 

Seq. ID LIB3149-044-Q1-K1-F3 

Method BLASTX 

NCBI GI gl362086 

BLAST score 540 

E value 1 . Oe-55 

Match length 108 

% identity 94 



NCBI Description 5 -met hyltetrahydropteroyltriglutamate- -homocysteine 

S-methyltransferase {EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5 -met hyltetrahydropteroyltriglutamate- -homocysteine 
S-methyltransferase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 



31037 



Seq, No. 


220239 


Seq. ID 


LIB314 9-04 4-O1-K1-F6 


Lie; L, tlUU 


BLASTX 


NCBI GI 


gl076746 


BLAST score 


313 


LU V OX 


9.0e-29 


rid Lull xcii^ <.u 


80 




80 


NPRT Dpc-rrinf inn 


hpat shork orotein 70 — rice ffracrmentl 




>rri 7631 60. pmb PAA4794R (X6771"M hpat qhorlc nrntpin 




L vi. y £.a o a. < — l va j 


JC^i IN W • 


220240 




T.TR31 4 9-04 4 -Ol -TO -F7 


Mpt" hr*H 


BLASTX 


NCBI GI 


g542179 


BLAST score 


695 


F. Vn 1 UP 
1—1 V d _i_ L-A 


1 . 0e-7 3 


M^5 1~ r^h 1 pn rr i~ H 

i*lCLL.Wll ±cny Lil 


139 


X> 1UC11L1 Ly 


97 


NPRT Dp«?rrinHnn 


alnha tubulin — maizp >ai 629837 bir S39998 tubulin , 

CllLyilCl 1— \AKJ UX X 1 1 11LC1 1 C — y X 1 f-s _1_ X. UJ J J JO UUUUXX11 i 




phain — mai 7p f f rsrrmpnt" ^ >a*i 3934TH pmb PAAS9T Sfi fX7 




alalia LUJJUxiii [ 6ca iiiayoj 




220241 


Seq. ID 


LIB314 9-04 4-Q1-K1-F8 


Method 


BLASTX 


NPRT GT 

LNUDX \3 X 


a3893081 

y ju ^ ^ v u x 




4 93 

*i .7 J 


Hi vdl Lie 




L1CIL.L^11 XCll^ l_.ll 


134 


St i Hpn+"i f\; 

o XVXCil L. -L l. y 


69 


NPRT Dpc;rrin1"i nn 


(A L 7012747} MLHl nrotpin fArabidonsis thalianal 


Seq . No . 


220242 


Seq. ID 


LIB314 9-04 4-O1-K1-G10 


Method 


BLASTX 


NCBI GI 


g3821280 


uunj i o o ^ x. c 


455 


Hi VdlUC 


2 Oe-45 


no L_ \_ 1 1 xCliy Lll 


117 

XX/ 


V _L ill L v- 


77 


1NUD1 L/COUlipLlUll 


jjjl / ao^axayxnc dyiiL.iicL.cioc ^- j rr [ niaocui uo 




v uxyai xo j 


C^rr No 

O tC? L^ • LN U • 


220243 


Seq. ID 


LIB3149-044-Q1-K1-G3 - 


Method 


BLASTX 


NCBI GI 


g477280 


BLAST score 


552 


E value 


7.0e-57 , 


Match length- 


128 


% identity 


81 


NCBI Description 


mitochondrial processing peptidase (EC 3.4.99.41) 55K 



protein precursor - potato >gi_4 10633_bbs_136740 cytochrome 
c reductase-processing peptidase subunit I, MPP subunit 1, 
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P55 [potatoes, var. Marfona, tuber, Peptide' Mitochondrial, 
534 aa] * 



Seq. No. 


220244 


Seq. ID 


LIB3149-044-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2842689 


BLAST score 


233 


E value 


2.0e-19 


Match length 


141 


% identity 


38 


NCBI Description 


HYPOTHETICAL 50.4 KD PROTEIN C1F8.04C IN CHROMOSOME I 




>gi_1638851_emb_CAB03598_ (Z81312) unknown 




[Schizosaccharomyces pombe] 


Seq. No. 


220245 


Seq. ID 


LIB314 9-04 4-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2244910 


BLAST score 


143 


E value 


6.0e-09 


Match length 


141 


% identity 


35 


NCBI Description 


(Z97339) unnamed protein product [Arabidopsis thaliana] 


Seq. No. 


220246 


Seq. ID 


LIB3149-04 4-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2961358 


BLAST score 


614 


E value 


4 .0e-64 


Match length 


137 


% identity 


86 


NCBI Description 


(AL022140) serine/threonine protein kinase like protein 




[Arabidopsis thaliana] 


Seq. No. 


220247 


Seq. ID 


LIB314 9-044-Q1-K1-H9 


Method ^ 


BLASTX 


NCBI GI 


g!709970 


BLAST score 


473 


E value 


1.0e-47 


Match length 


126 


% identity 


75 


NCBI Description 


60S RIBOSOMAL PROTEIN L10A 


Seq. No. 


220248 


Seq. ID 


LIB314 9-04 6-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3608485 


BLAST score 


531 


E value 


2.0e-54 


Match length 


"113 


% identity 


88 


NCBI Description 


(AF088915) proteasome beta subunit [Petunia x hybrida] 


Seq. No. 


220249 
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Seq. ID 


LIB314 9-04 6-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g444791 


BLAST score 


249 


E value 


2.0e-21 


Match length 


112 


% identity 


14 


NCBI Description 


ubiquitin [Bos taurus] 


Seq. No. 


220250 


Seq. ID 


LIB314 9-04 6-Q1-K1-A11 


Method 


BLASTN 


NCBI GI 


g438110 


BLAST score 


35 


E value 


2.0e-10 


Match length 


55 


% identity 


91 


NCBI Description 


L.albus ubiquitin exte 


Seq. No. 


220251 


Seq. ID 


LIB314 9-04 6-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g541546 


BLAST score 


334 


E value 


2.0e-31 


Match length 


67 


% identity 


20 


NCBI Description 


ubiquitin precursor - 



>gi_395295_emb_CAA52290_ (X74214) polyubiquitin [Volvox 
carteri] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220252 

LIB314 9-04 6-Q1-K1-A8 

BLASTX 

g2827002 

221 

4.0e-18 

82 

51 

(AF005993) HSP70 [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220253 

LIB314 9-04 6-Q1-K1-A9 

BLASTX 

g2119045 

537 

4.0e-55 

130 

78 

small nuclear ribonucleoprotein U1A - potato 
>gi_1050840_emb_CAA90282_ (Z49990) UlsnRNP-specif ic 
protein, U1A [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



220254 

LIB314 9-04 6-Q1-K1-B11 

BLASTX 

g3123264 
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BLAST score 4 68 

E value 5.0e-47 
Match length 118 
% identity 76 

NCBI Description 60S RIBOSOMAL PROTEIN L27 >gi_2244857_emb_CAB10279_ 

(Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220255 

LIB314 9-04 6-Q1-K1-B12 

BLASTX 

g730547 

249 

3.0e-28 

85 

75 

60S RIBOSOMAL PROTEIN L27 



Seq. No. 220256 

Seq. ID LIB3149-046-01-K1-B3 

Method BLASTX 

NCBI GI g4097547 

BLAST score 282 

E value 2.0e-25 

Match length 67 

% identity 45 

NCBI Description (U64 906) ATFP3 [Arabidopsis thaliana] 

Seq. No. 220257 

Seq. ID LIB3149-046-Q1-K1-B5 

Method BLASTX 

NCBI GI g2262100 

BLAST score 534 

E value 1.0e-54 

Match length 122 

% identity 80 

NCBI Description (AC002343) unknown protein [Arabidopsis thaliana] 

Seq. No. 220258 

Seq. ID LIB3149-046-Q1-K1-B7 

Method BLASTX 

NCBI GI g4097547 

BLAST score 214 

E value 2.0e-17 

Match length 89 

% identity 31 

NCBI Description (U64906) ATFP3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST;- score 

E value 

Match length 

% identity 

NCBI Description 



220259 

LIB3149-04 6-Q1-K1-C4 

BLASTX 

g4490705 

466 

8.0e-47 
111 
84 

(AL035680) 
thaliana] 



ribosomal protein L14-like protein [Arabidopsis 
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Seq. No. 


220260 


Seq. ID 


LIB314 9-04 6-Q1-K1-C6 


Method 


, BLASTX 


NCBI GI 


g4530585 


BLAST score 


357 


E value 


5. Oe-34 


Match length 


85 


% identity 


74 


NCBI Description 


(AF130978) B12D protein [Ipomoea batatas] 


o e q . IN O • 


£. £. \J c. D -L 


Seq. ID 


LIB314 9-04 6-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl084415 


BLAST score 


320 


E value 


1.0e-29 


Match length 


95 


U -J- ^^1^7 111,* -A* I* j 


62 


NCBI Description 


RNA-binding protein - Wood tobacco >gi 624 925 dbj BAA051 




(D26182) RNA-binding glycine rich protein (RGP-2) 




[Nicotiana sylvestris] 


Seq. No. 


220262 


Seq. ID 


LIB3149-046-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


gl222552 


BLAST score 


153 


E value 


3 . 0e-10 


Match length 


50 


% identity 


64 


NCBI Description 


(U49330) pectin methylesterase [Lycopersicon esculentuin] 


Seq. No. 


220263 


Seq. ID 


LIB314 9-04 6-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g3643606 


BLAST score 


253 


E value 


1.0e-21 


Match length 


119 


% identity 


41 


NCBI Description 


(AC005395) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


220264 


Seq. ID 


LIB314 9-04 6-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3914430 


BLAST score 


550 


E value 


1.0e-56 


Match length 


123 


% identity 


86 


NCBI Description 


PROTEASOME EPSILON CHAIN PRECURSOR (MACROPAIN EPSILON 



CHAIN) (MULT I CATALYTIC ENDOPEPTIDASE COMPLEX EPSILON CHAIN) 
>gi_2285800_dbj_BAA21650_ (D78172) -26S proteasome beta 
subunit [Spinacia oleracea] 

Seq. No. 220265 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



LIB314 9-04 6-Q1-K1-D11 

BLASTX 

gl052973 

174 

1.0e-12 

46 

76 

(U37838) fructokinase [Beta vulgaris] 
220266 

LIB314 9-04 6-Q1-K1-D12 

BLASTX 

g4314361 

216 

2.0e-17 

44 

95 

(AC006340) unknown protein [Arabidopsis thaliana] 
220267 

LIB314 9-04 6-Q1-K1-D2 

BLASTX 

g322854 

180 

3.0e-13 

78 

44 

pollen-specific protein - rice >gi_20310_emb_CAA788 97 
(Z16402) pollen specific gene [Oryza sativa] 

220268 

LIB314 9-04 6-Q1-K1-D3 

BLASTX 

g3128192 

442 

6.0e-44 

109 

72 

(AC004521) axi 1-like protein [Arabidopsis thaliana] 
220269 

LIB3149-046-Q1-K1-D4 

BLASTX 

g2407800 

532 

2.0e-54 

133 

83 

(Y12575) histone H2A.F/Z [Arabidopsis thaliana] 
220270 

LIB314 9-04 6-Q1-K1-D5 

BLASTX 

gll69840 

356 

7.0e-34 
71 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 

GIBBERELLIN-REGULATED PROTEIN 4 PRECURSOR 

>gi_2129591_pir S7144-2 GAST1 protein homolog (clone GASA4) 

- Arabidopsis thaliana >gi_950099 (U15683) 
gibberellin-regulated [Arabidopsis thaliana] 

220271 

LIB314 9-04 6-Q1-K1-D7 

BLASTX 

g585973 

550 

1.0e-56 

130 

85 

FRUCTOKINASE >gi_626018_pir S39997 fructokinase (EC 

2.7.1.4) - potato >gi_297015_emb_CAA78283_ (Z12823) 

fructokinase [Solanum tuberosum] >gi_1095321_prf 2108342A 

fructokinase [Solanum tuberosum] 



Seq. No. 


220272 


Seq. ID 


LIB314 9-04 6-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2997591 


BLAST score 


502 


E value 


6.0e-51 " * 


Match length 


136 


% identity 


76 


NCBI Description 


(AF020814 ) glucose-6-phosphate/phosphate-tran; 




precursor [Pisum sativum] 


Seq. No. 


220273 


Seq. ID 


LIB314 9-04 6-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl931655 


BLAST score 


602 


E value 


1.0e-62 


Match length 


129 * 


% identity 


86 


NCBI Description 


(U95973) receptor-kinase isolog [Arabidopsis ■ 


Seq. No. 


220274 


Seq. ID 


LIB314 9-04 6-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g2911073 


BLAST score 


418 


E value 


4.0e-41 . 


Match length 


128 


% identity 


67 


NCBI Description 


(AL021960) putative protein [Arabidopsis thai: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
'BLAST score 
E value 
Match length 



220275 

LIB314 9-04 6-Q1-K1-E4 

BLASTX 

g218157 

358 

4 .0e-34 
78 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 

m/t> t r* T 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



88 

(D13512) cytoplasmic aldolase [Oryza sativa] 
220276 

LIB314 9-04 6-Q1-K1-E5 

BLASTX 

g730583 

188 

3.0e-14 

111 

41 

60S ACIDIC RIBOSOMAL PROTEIN P2 >gi_551267_emb_CAA5504 7_ 
(X78213) 60s acidic ribosomal protein P2 [Parthenium 
argentatum] 

220277 

LIB314 9-04 6-Q1-K1-E6 

BLASTX 

g4263791 

276 

2.0e-24 

59 

90 

(AC006068) putative receptor protein kinase [Arabidopsis 
thaliana] 

220278 

LIB3149-04 6-Q1-K1-E7 

BLASTX 

g2980770 

394 

3.0e-38 

129 

63 

(AL022198) putative protein kinase [Arabidopsis thaliana] 



220279 

LIB3149-04 6-Q1-K1-F1 

BLASTX 

g2780194 

676 

2.0e-71 

140 

63 

(AJ003197) adenine nucleotide 



translocator [Lupinus albus] 



220280 

LIB314 9-04 6-Q1-K1-F10 

BLASTX 

g4539545 

632 

3.0e-66 

129 

94 

(Y16644) PRCI [Nicotiana tabacum] 
220281 



31045 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB314 9-04 6-Q1-K1-F11 

BLASTX 

g3142300 

4 94 

4.0e-50 

121 

69 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64 908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 

220282 

LIB314 9-04 6-Q1-K1-F12 

BLASTX 

g3832512 

156 

3-0e-ll 

94 
44 

(AF097922) granule-bound glycogen (starch) synthase 
[Astragalus membranaceus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220283 

LIB314 9-04 6-Q1-K1-F3' 

BLASTX 

g399013 

189 

2.0e-14 

120 
41 

ADP, ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP, ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA46518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 

220284 

LIB314 9-04 6-Q1-K1-F4 

BLASTX 

gl21083 

701 

3.0e-74 

139 

92 

GLYCINE DEHYDROGENASE (DECARBOXYLATING) PRECURSOR (GLYCINE 
DECARBOXYLASE) (GLYCINE CLEAVAGE SYSTEM P-PROTEIN) 

>gi_282 926_pir A42109 glycine dehydrogenase 

(decarboxylating) (EC 1.4.4.2) component P precursor - 
garden pea >gi_20741_emb_CAA424 4 3_ (X59773) component of 
aminomethyltransf erase [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 



220285 

LIB314 9-04 6-Q1-K1-F5 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
-Match length 
% identity 
NCBI Description 



g2213595 
290 

4.0e-26 

126 

48 

(AC000348) T7N9.15 [Arabidopsis thaliana] 
220286 

LIB314 9-04 6-Ql r Kl-F6 

BLASTX 

g2493129 

667 

3.0e-70 

136 

99 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 1 (V-ATPASE B 
SUBUNIT) >gi_459198 (U07052) vacuolar H+-ATPase subunit B 
[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19-046-Q1-K1-F7 

>64 

>1 



220287 
LIB314! 
BLASTX 
g45192( 
252 

1.0e-2] 
118 
52 

(AB024277) vacuolar H+-ATPase B subunit [Citrus unshiu] 
220288 

LIB314 9-04 6-Q1-K1-G1 
BLASTX 
gl34672 
554 

5.0e-57 
132 

78 ; " 

SUPEROXIDE DISMUTASE PRECURSOR 
superoxide dismutase (EC 1.15.1 
curled-leaved tobacco >gi_19693 
manganese superoxide dismutase preprotein (AA -24 to 204) 
[Nicotiana plumbaginif olia] 



MN) >gi_82145_pir S03639 

1) (Mn) precursor - 
emb CAA32643 (X14482) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220289 

LIB314 9-04 6-Q1-K1-G10 

BLASTX 

g2832623 

388 

1.0e-37 

111 

65 

(AL021711) 
thaliana] 



protein kinase - like protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



220290 

LIB3149-046-Q1-K1-G2 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl34672 
559 

1.0e-57 

132 

79 

SUPEROXIDE DISMUTASE PRECURSOR (MN) >gi_82145_pir S03639 

superoxide dismutase (EC 1.15.1.1) (Mn) precursor - 
curled-leaved tobacco >gi_19693_emb_CAA32643_ (X14482) 
manganese superoxide dismutase preprotein (AA -24 to 204) 
[Nicotiana plumbagini folia] 



220291 

LIB314 9-04 6-Q1-K1-G3 

BLASTX 

g3643608 

171 

4 .Oe-12 
89 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 53 

NCBI Description (AC005395) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220292 

LIB31.4 9-04 6-Q1-K1-G4 

BLASTX 

gl076746 

325 

3.0e-30 

88 

73 

heat shock protein 70 - rice (fragment) 

>gi_763160_emb_CAA47 948_ (X67711) heat shock protein 70 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220293 

LIB314 9-04 6-Q1-K1-G7 

BLASTX 

gll4682 

251 

1.0e-21 

60 

80 

ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 
(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 

>gi_100471_pir A35227 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, mitochondrial - sweet 
potato >gi_168270 (J05397) F-l-ATPase delta subunit 
precursor (EC 3.6.1.3) [Ipomoea batatas] 

220294 

LIB314 9-04 6-Q1-K1-H10 

BLASTN 

gl732358 

44 

2.0e-15 

80 

89 

Malus domestica elongation factor 1 alpha (EF-lalpha) mRNA, 
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partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220295 

LIB314 9-046-Q1-K1-H7 

BLASTX 

gl24226 

262 

7.0e-23 

58 

90 

INITIATION FACTOR 5A-2 (EIF-5A) (EIF-4D) 

>gi_100278_pir S21059 translation initiation factor 

eIF-5A.2 - curled-leaved tobacco >gi_19702_emb_CAA4 5104_ 
(X63542) eukaryotic initiation factor 5A (2) [Nicotiana 
plumbaginifolia] 



Seq. No. 


220296 


Seq. ID 


LIB314 9-047-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g4210451 


BLAST score 


363 


E value 


1 . Oe-34 


Match length 


88 


% identity 


7 6 


NCBI Description - 


(AB016472) ARR2 protein [Arabidopsis thaiiana] 


Seq. No. 


220297 


Seq. ID 


LIB314 9-047-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


gl350736 


BLAST score 


173 


E value 


2.0e-12 


Match length 


35 


% identity 


91 


NCBI Description 


60S RIBOSOMAL PROTEIN L37 >gi 629673 pir S44313 r 




protein L37 - tomato >gi_48358 6_emb_CAA55674_ (X79' 




ribosomal 'protein L37 [Lycopersicon esculentum] 


Seq. No. 


220298 


Seq. ID 


L I B3 1 4 9- 0 4 7 -Q 1 -Kl -A4 


Method 


BLASTX 


NCBI GI 


g3281868 


BLAST score 


238 


E value 


5.0e-20 


Match length 


53 


% identity 


91 


NCBI Description 


(AL031004) putative protein [Arabidopsis thaiiana] 


Seq. No. 


220299 


Seq. ID 


LIB314 9-047-Q1-K1-A5 


Method 


BLASTN 


NCBI GI„ 


g4006940 


BLAST score 


34 


E value 


2.0e-09 


Match length 


70 


% identity 


87 


NCBI Description 


Arabidopsis thaiiana mRNA for voltage-dependent 



31049 



anion-selectlve channel protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220300 

LIB314 9-047-Q1-K1-A6 

BLASTX 

g3024629 

154 

4.0e-10 

118 

31 

GAMMA-SOLUBLE NSF ATTACHMENT PROTEIN (SNAP-GAMMA) 

>gi_423252_pir S32369 gamma-SNAP protein - bovine 

>gi_2 98 669_bbs_127528 gamma soluble NSF attachment protein, 
gamma SNAP=N-ethyl-maleimide-sensitive fusion protein 
attachment protein [cattle, brain, Peptide, 328 aa] 

>gi_4 4584 6_prf 1910317C NSF attachment protein 

(SNAP) : ISOTYPE=gamma [Bos taurus] 







2203-01 




Seq. ID 


LIB314 9-047-Q1-K1-B1 




Method 


BLASTX 




NCBI GI 


g730449 




BLAST score 


501 




E value 


7.0e-51 


Q 


Match length 


118 




% ' identity 


78 


ff= 


NCBI Description 


60S RIBOSOMAL PROTEIN L13-1 (COLD INDUCED PROTEIN C24A) 






>gi ftouoft/ pir oj / ijz rioosomax protein rape 




*r 


>gi~398 918~emb_CAA80341_ (Z22618) cold induced protein 


i 

5— .it 




(BnC24A) [Brassica napus] 




Seq. No. 


220302 


: s 


Seq. ID 


LIB314 9-047-Q1-K1-B10 


Method 


BLASTX 




NCBI GI 


g2213620 




BLAST score 


410 




E value 


2.0e-40 




Match length 


93 




% identity 


88 




NCBI Description 


(AC000103) F21J9.13 [Arabidopsis thaliana] 




Seq. No. 


220303 




Seq. ID 


LIB314 9-047-Q1-K1-B2 




Method 


BLASTX 




NCBI GI 


gl778145 




BLAST score 


294 




E value 


1.0e-26 




Match length 


66 




% identity 


80 




NCBI Description 


(U66402) phosphate/phosphoenolpyruvate translocator 






precursor [Nicotiana tabacum] 




Seq. No. 


220304 




Seq. ID 


LIB314 9-047-Q1-K1-B3 




Method 


BLASTX 




NCBI GI 


gl710551 




BLAST score 


275 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



2.0e-24 

51 

98 

60S RIBOSOMAL PROTEIN L39 >gi_1177369_emb_CAA64728_ 
(X95458) ribosomal protein L39 [Zea mays] 

220305 

LIB314 9-047-Q1-K1-B5 

BLASTX 

g3877252 

175 

1.0e-12 

74 

50 

(Z93382) F45G2.10 [Caenorhabditis elegans] 
220306 

LIB3149-047-Q1-K1-B7 

BLASTX 

g3860255 

305 

7.0e-28 

140 

48 

(AC005824) hypothetical protein [Arabidopsis thaliana] 



220307 t . 

LIB314 9-047-Q1-K1-C11 

BLASTX 

g2832641 

260 

7.0e-23 

78 

65 

(AL021710) glycolate oxidase 
thaliana] 



like protein [Arabidopsis 



220308 

LIB314 9-047-Q1-K1-C2 

BLASTX 

g3924597 

248 

4.0e-21 

106 

49 

(AF069442) putative oxidoreductase [Arabidopsis thaliana] 
220309 

LIB314 9-047-Q1-K1-C3 

BLASTX 

g4099914 

279 

8.0e-25 
79 

71 ' 

(U91857) ethylene-responsive element binding protein 
homolog [Stylosanthes hamata] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220310 

LIB3149-047-Q1-K1-C5 

BLASTX 

gl710587 

469 

3.0e-47 

110 

86 

60S ACIDIC RIBOSOMAL PROTEIN P0 >gi_1196897 (L46848) acidic 
ribosomal protein P0 [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220311 

LIB3149-047-Q1-K1-D1 

BLASTX 

g4510421 

263 

6.0e-23 

1G4 

52 

(AC006929) unknown protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220312 

LIB314 9-047-Q1-K1-D3 

BLASTX 

g2764941 

415 

9.0e-41 

101 

70 

(X98255) transcriptionally stimulated by gibberellins; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 



Seq. No. 


220313 


Seq. ID ■ 


LIB314 9-04 7-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g3135269 


BLAST score 


342 


E value 


3.0e-32 


Match length 


122 


% identity 


65 


NCBI Description 


(AC003058) unknown protein [Arabidopsis 


Seq. No. 


220314 


Seq. ID 


LIB314 9-047-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g3482918 


BLAST score 


390 


E value 


4.0e-38 


Match length 


90 


% identity 


84 


NCBI Description 


(AC003970) Similar to ATP-citrate-lyase 




thaliana] 


Seq. No. 


220315 


Seq. ID 


LIB314 9-047-Q1-K1-E1 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
. NCBI 'GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



BLASTX 

g3341685 

321 

4.0e-35 

117 

72 

(AC003672) unknown protein [Arabidopsis thaliana] 



220316 

LIB314 9-047-Q1-K1-E10 
BLASTX 
gll73209 
363 

6.0e-35 
92 
82 

4 OS RIBOSOMAL PROTEIN 
protein S16 protein - 
>gi_4 39 654_emb_CAA535 67 
[Gossypium hirsutum] 



S16 >gi_541835_pir S41193 ribosomal 

upland cotton 

(X75954) RS16 protein, 40S subunit 



220317 

LIB314 9-047-Q1-K1-E4 

BLASTX 

g4512664 

511 

5.0e-52 * 

136 

68 

(AC006931) putative ribose phosphate pyrophosphokinase 
[Arabidopsis thaliana] 

>gi_4544471_gb_AAD22378.1_AC006580_10 (AC006580) putative 
ribose phosphate pyrophosphokinase [Arabidopsis thaliana] 



220318 
LIB314 
BLASTX 
gl4491 
261 

9.0e-2 

112 

49 

(D8650 
[Nicot 



9-047-Ql-Kl^E7 

79 

3 



6) N-ethylmaleimide sensitive fusion protein 
iana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220319 

LIB314 9-047-Q1-K1-E8 

BLASTX 

gl449179 

448 

1.0e-44 

137 

67 

(D86506) N-ethylmaleimide sensitive fusion protein 
[Nicotiana tabacum] 



Seq. No. 



220320 
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Seq. ID 


LIB314 9-04 7-Q1-K1-F1 


Mpt hod 


BLASTX 


NCBI GI 


g4455364 


BLAST score 


368 


E value 


3.0e-35 


Match lencrth 


127 


ft i Hpnt" it" v 


52 


NCBI Description 


(AL035524) senescence-associated protein-like [Arabidop: 




thaliana ] 


Seq. No. 


220321 


Seq. ID 


LIB314 9-047-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3044218 


BLAST score 


143 


F. va Tup 


4 . Oe-09 


M^tph 1 pnnth 

11 Gl I— 1 1 XvllU til 


43 


ft i Hpnt it v 


67 


NJ P R T wp^r r i rj t i o n 


i'AF0S7144i sicrnal oeDtidase TArabidoosis thalianal 


Seq. No. 


220322 


Seq. ID 


LIB314 9-047-Q1-K1-F11 


Mpt hnd 


BLASTX 


NCR"!"- ftT 


all73073 


RT.A9T <zrmrp* 

i_s J— uikj J. O w X. G 


1&8 • 


P vfl 1 IIP *■ * 

X^ V CL -L. \JL V-r 


1 . Oe-15 


Match length 


75 


% identity 


59 


NPRT Dp 9pr ir>t ion 


60S ACIDIC RIBOSOMAL PROTEIN P2 >gi 107 67*87 pir S54179 




acidic ribosomal protein 60S — maize 




>ai 9"[ ^01 1 7 nir S65781 acidic ribosomal nrotein P2 - m; 




>gi — 790508 emb CAA60251 (X86553) 60S acidic ribosomal 




orofpin fZpa mavsl 

kV X. V—/ L*. > ^ xx l ^ ^* U> 11L&L V J 


Seq. No. 


220323 


Seq. ID 


LIB314 9-04 7-O1-K1-F2 


Method 


BLASTX 


NCBI GI ~ 


gl483218 


BLAST score 


153 


E value 


2.0e-17 


Match length 


78 


% i Hpn 1 1 tv 


63 


NCBI Description 


(X99793) induced upon wounding stress [Arabidopsis 




thai iana 1 

L1I Gk ^ tX X 1 ^X J 


Seq. No. 


220324 


Seq. ID 


LIB314 9-047-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3024020 


BLAST score 


653 


E value 


1.0e-68 


Match length 


129 


% identity 


94 



NCBI Description INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 



31054 



Seq. No. 


220325 


Seq. ID 


LIB314 9-04 7-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3421109 


BLAST score 


612 


E value 


7.0e-64 


Match length 


130 


% identity 


90 


NCBI Description 


(AF04 3533) 20S proteasome beta subunit PBC2 [Arabid 




thaliana] 


Seq. No. 


220326 


Seq. ID 


LIB314 9-047-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3021355 


BLAST score 


360 


E value 


3.0e-34 


Match length 


79 


O J J J J 


85 


NCBI Description 


(AJ005081 ) UDP-galactose 4-epimerase [Cyamopsis 




tet ragonoloba] 


Seq. No. 


220327 


Seq. ID 


LIB314 9-04 7-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2425066 


BLAST score 


376 


R value 1 


2 . 0e-36 


Match lencrth 


92 


% identity 


75 


NCBI Description 


(AF019147) cysteine proteinase Mir3 [Zea mays] 


Seq. No. 


220328 


Seq. ID 


LIB314 9-04 7-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


gl619300 


BLAST score 


528 


E value 


5 . Oe-54 


Match length 


112 


% identity 


90 


NCBI Description 


(X95269) LRR protein [Lycopersicon esculentum] 


Seq. No. 


220329 


Seq. ID 


LIB314 9-047-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


gl58146 


BLAST score 


153 


E value 


2.0e-10 


Match length 


62 


% identity 


50 


NCBI Descriotion 


(M37610) polytene protein [Drosophila melanogaster] 


Seq. No. 


220330 


Seq. ID 


LIB314 9-047-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


gl350680 


BLAST score 


390 
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E value 


4.0e-38 


Match length 


94 


% identity 


78 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 


Seq. No. 


220331 


Seq. ID 


LIB314 9-047-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g322750 


BLAST score 


658 


E value 


3.0e-69 


Match length 


128 


% identity 


99 


NCBI Description 


ubiquitin / ribosomal protein CEP52 - wood tobacco 




>gi 170217 (M74100) ubiquitin fusion protein [Nicot. 




sylvestris] 


Seq. No. 


220332 


Seq. ID 


LIB314 9-047-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2961300 


BLAST score 


556 


E value 


3,0e-57 


Match length 


126 


% identity 


86 


NCBI Description 


(AJ225027) ribosomal protein L24 [Cicer arietinuni] 


Seq. No. 


220333 


Seq. ID 


LIB314 9-047-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3193303 


BLAST score 


202 


E value 


9.0e-16 


Match length 


100 


% identity 


40 


NCBI Description 


(AF069298) similar to several proteins containing a 



repeat region such as Plasmodium falciparum GGM tandem 
repeat protein (GB:U27807); partial CDS [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220334 

LIB3149-047-Q1-K1 

BLASTX 

g2228773 

195 

3-0e-15 
56 
71 

(AF001454) 
annuus] 



-H9 



Dc3 promoter-binding factor-2 [Helianthus 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



220335 

LIB314 9-048-Q1-K1-A2 

BLASTX 

gl!3232 

126 

6.0e-12 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 
87 

ACTIN 2 >gi_100150_pir S07003 actin 2 - carrot 

220336 

LIB314 9-048-Q1-K1-A5 

BLASTX 

g4240207 

170 

4.0e-12 

118 

33 

(AB020666) KIAA0859 protein [Homo sapiens] 
220337 

LIB314 9-048-Q1-K1-A6 

BLASTX 

gl053047 

582 

2.0e-60 

116 • • 

100 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 
[Glycine max] 

220338 ' 

LIB314 9-048-Q1-K1-A7 

BLASTX « • 

g2765366 

158 

1.0e-10 

72 

46 

(Y14038) putative Ole e 1 protein [Betula pendula] 
220339 

LIB314 9-04 8-Q1-K1-A9 

BLASTX 

g2894612 

361 

2.0e-34 

106 

68 

(AL021889) putative protein [Arabidopsis thaliana] 
220340 

LIB314 9-04 8-Q1-K1-B10 

BLASTX 

gl841870 

360 

3.0e-34 

116 

65 

(U87222) elongation factor 1-beta [Pimpinella brachycarpa] 



Seq. No. 



220341 



31057 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB314 9-048-Q1-K1-B2 

BLASTX 

g2114046 

547 

3.0e-56 

120 

88 

(AB002147) water channel protein [Nicotiana excelsior] 
220342 

LIB314 9-048-Q1-K1-B3 

BLASTX 

g2454182 

495 

2.0e-50 

108 

88 

(U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaiiana] 



O 
ri 



Seq. No. 

Seq. ID 

Method 

NCBI' GI 

BLAST score 

E value 

Match .length 

% identity 

NCBI Description 



220343 

LIB314 9-04 8-Q1-K1-B5 

BLASTX 

g586004 

519 

5.0e-53 

107 

89 

SUPEROXIDE DISMUTASE [CU-ZN] >gi_421962_pir S34267 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) - sweet potato 

>gi_542090_pir S40404 superoxide dismutase (EC 1.15.1.1) 

(Cu-Zn) - sweet potato >gi_311971_emb_CAA51654_ (X73139) 
superoxide dismutase [Ipomoea batatas] 



Seq. No. 


220344 


Seq. ID 


LIB314 9-048-Q1-K1-B6 


Method 


BLASTX 


NCBI GI ... 


g2789660 


BLAST score 


342 


E value 


3.0e-32 


Match length 


127 


% identity 


51 


NCBI Description 


(AF040102) pl05 [Arabidopsis thaiiana] 


Seq. No. 


220345 


Seq. ID 


LIB314 9-04 8-Q1-K1-B9 


Method 


BLASTX 


NCBI GI " 


gl531672 


BLAST score 


136 


E value 


4.0e-12 


Match length 


93 


% identity 


51 


NCBI Description 


(U68461) actin [Striga asiatica] 


Seq. No. 


220346 


Seq. ID 


LIB314 9-048-Q1-K1-C1 


Method 


BLASTX 



31058 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method / . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl653142 
175 

1.0e-12 

85 

46 

(D90911) hypothetical protein [Synechocystis sp.] 
220347 

LIB314 9-04 8-Q1-K1-C11 

BLASTX 

g974782 

636 

1.0e-66 

126 

96 

(Z4 9150) cobalamine-independent methionine synthase 
[Solenostemon scutellarioides] 



r> — — ■ - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220348 

LIB314 9-048-Q1-K1-C12 

BLASTX 

g974782 

302 

1.0e-27 

101 

64 

(Z4 9150) cobalamine-independent methionine synthase 
[Solenostemon scutellarioides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



220349 

LIB3149-048-Q1-K1-C2 

BLASTX 

g2828296 

546 

3.0e-56 
112 

60 ; 

(AL021687) RNase L inhibitor [Arabidopsis thaliana] 
220350 

LIB314 9-048-Q1-K1-C3 

BLASTX 

g2765366 

158 

1.0e-10 

72 

46 

(Y14038) putative Ole e 1 protein [Betula pendula] 
220351 

LIB314 9-048-Q1-K1-C6 

BLASTX 

,g71638 

244 

8.0e-21 

45 

100 
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NCBI Description 



actin - soybean >gi_18532_emb_CAA23728_ (V00450) actin 
[Glycine max] >gi_223413_prf 0804316A actin [Glycine max] 



Seq. No. 


220352 


Seq. ID 


LIB314 9-048-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


gl703375 


BLAST score 


660 


E value 


2.0e-69 


Match length 


130 


% identity 


99 


NCBI Description 


ADP-RIBOSYLATION FACTOR 1 : 




DcARFl [Daucus carota] 


Seq. No. 


220353 


Seq. ID 


LIB314 9-048-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g228316 


3 LAST score 


385 


E value 


3.0e-37 


Match length 


123 


% identity 


57 


NCBI Description 


albumin [Theobroma cacao] 


Seq. No . 


220354 


Seq. ID 


LIB314 9-048-Q1-K1-D2 


Mpt* hod 


BLASTX 


NCBI GI 


g4567283 


BLAST score 


259 


E value 


2.0e-22 


Match length 


66 


% identity 


79 


NCBI Description 


(AC006841) unknown protein 


Seq. No. 


220355 


Seq. ID 


LIB314 9-048-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2653446 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


36 


% identity 


94 


NCBI Description 


(AB009077) proton pyrophos] 


Seq. No. 


220356 


Seq. ID 


LIB314 9-048-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g4006827 


BLAST score 


620 


E value 


9.0e-65 


Match length 


143 


% identity 


81 


NCBI Description 


(AC005970) subtilisin-like 


Seq. No. 


220357 


Seq. ID 


LIB314 9-04 8-Q1-K1-E2 


Method 


BLASTX 



31060 



NCBI GI gl4 95251 

BLAST score 167 

E value 7.0e-12 

Match length 98 

% identity 4 4 

NCBI Description (Z70314) heat-shock protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220358 

LIB3149-048-Q1-K1-E5 

BLASTX 

g595957 

420 

2.0e-51 

122- 
78 

(U17098) Br FatAl [Brassica rapa] 



Seq. No. 220359 

Seq. ID LIB3I49-048-QI-K1-E9 

Method BLASTX 

NCBI GI g3212869 

BLAST score 68 9 

E value 7 . Oe-73 

Match length 143 

% identity 90 

NCBI Description (AC004005) unknown protein [Arabidopsis thaliana] 

Seq. No. 220360 

Seq. ID LIB3149-048-Q1-K1-F1 

Method BLASTX 

NCBI GI g4454464 

BLAST score 438 

E value 1.0e-43 

Match length 114 

% identity • 69 

NCBI Description (AC006234) unknown protein [Arabidopsis thaliana] 

Seq. No. 220361 

Seq. ID LIB3149-048-Q1-K1-F10 

Method BLASTX 

NCBI GI g4091080 

BLAST score 380 

E value 1.0e-36 

Match length 139 

% identity 58 

NCBI Description (AF045571) nucleic acid binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220362 

LIB314 9-048-Q1-K1-F12 

BLASTX 

gl708995 

148 

1.0e-09 

49 

63 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) >gi 



726030 
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(U17240) S-adenosylmethionine synthetase [Actinidia 
chinensis] 



Seq. No. 


220363 


Seq. ID 


LIB314 9-048-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g4490937 


BLAST score 


153 


E value 


4 . 0e-10 


Mat-ph lenath 


111 


% i dpnt i t" v 


40 


NCBI Description 


(AJ132261) hypothetical helicase K12H4.8-like prote. 




saDiensl 


Sea. No. 


220364 


Seq. ID 


LIB314 9-048-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


q416662 


BLAST score 


427 


F 1 hp 


2 . 0e-42 


M^fch 1 print h 


99 


% "i ripnt i tv 


78 


NPRT Dp^pfi nl" i nn 


?1 KD SF.F.D PROTRTN PRRCHRSOR >ai nir S162S2 ■ 




inhibitor homolog - soybean >gi ^1909 emb CAA398 60 




(X56509) 21 kDa seed protein [Theobroma cacao] 


Seq. No. 


220365 


Seq. ID 


LIB314 9-048-Q1-K1-F6 


Mp1~ h nH 


BLASTX 


NPRT QT 


a2662343 


BLAST score 


174 


F. va 1 up 

L_J V ^* LA W» 


8.0e-13 


Match lpnath 


55 


% identity 


65 


NCBI Description 


(D63581) EF-1 alpha [Oryza sativa] 


Seq. No. 


2203.66 


Seq. ID 


LIB314 9-048-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


a4512705 


RT.A9T qpfirp 


349 


F va 1 up 

1—1 V GL -J- 


3 0e-33 


Match 1 pncrth 


98 


% idpntitv 


72 


NCBI Description 


(AC006569) putative serine/threonine protein kinase 




[Arabidopsis thaliana] 


Seq. No. 


220367 


Seq. ID 


LIB314 9-048-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


gl408471 


BLAST score 


523 


E value 


2.0e-53 


Match length 


116 


% identity 


81 



NCBI Description 



(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 



31062 



factor 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



220368 

LIB314 9-048-Q1-K1-G1 

BLASTX 

gl350720 

223 

1.0e-18 

45 

91 

60S RIBOSOMAL PROTEIN L32 
220369 

LIB314 9-04 8-Q1-K1-G10 

BLASTX 

g3834309 

377 

3.0e-36 

115 

56 

(AC005679) Strong similarity to glycoprotein EP1 gb_L16983 
Daucus carota and a member of S locus glycoprotein family 
PF_00954. ESTs gb_F13813, gb_T21052, gb_R30218 and 
gb_W4 3262 come from this gene. [Arabidopsis thaliana] 

220370 

LIB314 9-048-Q1-K1-G2 

BLASTX 

g464707 

264 

4.0e-23 

64 

80 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_4 34343_emb_CAA82273_ (Z287 0T) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA8227 5_ (Z28962) - 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

220371 

LIB314 9-04 8-Q1-K1-G8 

BLASTX 

g2414622 

298 

4.0e-27 

107 

52 
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NCBI Description 



(Z99259) conserved "protein f Schizosaccharomyces pombe] 



Seq. No. 


220372 


Seq. ID 


LIB314 9-048-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3402693 


BLAST score 


4 65 


E value 


l.Oe-46 


Match length 


128 


% identity 


73 


NCBI Description 


(AC004 697) unknown protein 


Seq. No. 


220373 


Seq. ID 


LIB314 9-048-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


gl62l268 


BLAST score 


557 


E value 


2.0e-57 


Mat ch 1 en g 1 h 


140 


% identity 


69 


NCBI Description 


(Z81012) unknown [Ricinus < 


Seq. No. 


220374 


Seq. ID 


LIB314 9-04 8-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3122673 


BLAST score 


4 65 


E value 


l.Oe-46 


Match length 


122 


% identity 


75 


NCBI Description 


60S RIBOSOMAL PROTEIN L15 : 




(Z97341) ribosomal protein 


Seq. No. 


220375 


Seq. ID 


LIB3149-04 8-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl946355 


BLAST score 


431 


E value 


1.0e-42 


Match length 


124 


% identity 


66 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 

220376 

LIB3149-04 9-Q1-K1-A1 

BLASTX 

g2982303 

194 

4.0e-15 

48 

75 

(AF051236) hypothetical protein [Picea mariana] 
220377 

LIB314 9-04 9-Q1-K1-A12 



31064 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



polyubiquitin containing 7 ubiquitin monomers [Zea 



■04 9-Q1-K1-A5 



BLASTX 
g902584 
504 

2.0e-51 
102 
15 

(U29159) 
mays] 

220378 
LIB3149 
BLASTX 
gl522681 
157, 

l.oVio 

114 
29 

(U49240) symplekin [Homo sapiens] >gi_2143262_emb_CAA71861_ 
(Y10331) symplekin [Homo sapiens] 

220379 

LIB314 9-04 9-Q1-K1-A6 

BLASTX 

g2832681 

153 

5.0e-10 
32 

88 ' 

(AL021712) putative protein [Arabidopsis thaliana] 
220380 

LIB314 9-04 9-Q1-K1-A7 

BLASTX 

g81452 

142 

8.0e-09. ■ 

29 

97 

tubulin beta chain - red goosefoot (fragment) 

>gi_82057_pir S06045 tubulin beta chain - carrot 

(fragment) >gi_829259_emb_CAA34 673_ (X16700) tubulin like 
protein fragment (AA 1-77) [Chenopodium rubrum] 
>gi_829261_emb_CAA34609_ (X16608) tubulin like protein 
fragment (AA 1-77) [Daucus carota] 

220381 

LIB314 9-04 9-Q1-K1-A8 

BLASTX 

g3355470 

431 

1.0e-42 

124 

68 

(AC004218) putative lysophospholipase [Arabidopsis 
thaliana] 



Seq. No. 



220382 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB314 9-04 9-Q1-K1-B1 

BLASTX 

g4539543 

612 

6.0e-64 

124 

97 

(AJ133422) glyceraldehyde-3-phosphate dehydrogenase 
[Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 

Seq. ID' 1 ' 

Method 

NCBI GI 

BLAST score., 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI , f 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220383 

LIB314 9-049-Q1-K1-B10 

BLASTX 

gl708313- 

147 

2.0e-09 

60 

57 

HEAT SHOCK PROTEIN 81-3 (HSF81-3) >gi_999396_bbs_163637 
(S77849) heat-shock Protein=HSP8 1-3 [Arabidopsis 
thaliana=thale-cress, Peptide, 699 aa] [Arabidopsis 
thaliana] 

220384 

LIB314 9-049-Q1-K1-B2 

BLASTX 

g2583128 

511 

5.0e-52 

128 

76 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
220385 

LIB314 9-04 9-Q1-K1-B4 

BLASTX 

g3249096 

624 

3.0e-65 

134 

88 

(AC003114) Match to mRNA for importin alpha-like protein 4 
(impa4) gb_Y14616 from A. thaliana. ESTs gb_N96440, 
gb_N37503, gb_N37498 and gb_T42198 come from this gene. 
[Arabidopsis thaliana] 

220386 

LIB314 9-04 9-Q1-K1-B5 

BLASTX 

gll73218 

617 

2.0e-64 

122 

98 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score* 
E value 
Match length 



220387 

LIB314 9-04 9-Q1-K1-B7 

BLASTX 

g2795805 

384 

4.0e-37 

110 

66 

(AC003674) putative protein kinase [Arabidopsis thaliana] 
>gi_33554 93 (AC004218) putative protein kinase [Arabidopsis 
thaliana] 

220388 

LIB314 9-04 9-Q1-K1-B8 

BLASTX 

g3036802 

237 

6.0e-20 

128 

40 

(AL022373) putative protein [Arabidopsis thaliana] 
>gi_3805864_emb_CAA21484_ (AL031986) putative protein 
[Arabidopsis thaliana] 

220389 

LIB314 9-04 9-Q1-K1-B9 

BLASTX 

gl708313 

145 

3.0e-09 

48 

71 

HEAT SHOCK PROTEIN 81-3 (HSP81-3) >gi_999396_bbs_163637 
(S77849) heat-shock Protein=HSP81-3 [Arabidopsis 
thaliana=thale-cress, Peptide, 699 aa] [Arabidopsis 
thaHana] 

220390 

LIB3149-049-Q1-K1-C1 

BLASTX 

g2244750 

680 

7.0e-72 

132 

99 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

220391 

LIB3149-04 9-Q1-K1-C10 

BLASTX 

g4210330 

570 

5.0e-59 
127 
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% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
. E value 
Match length 
% identity 
NCBI Description 



83 

(AJ223802) 2-oxoglutarate dehydrogenase, El subunit 
[Arabidopsis thaliana] 

220392 

LIB314 9-04 9-Q1-K1-C11 

BLASTX 

g4210330 

214 

3.0e-17 

113 

47 

(AJ223802) 2-oxoglutarate dehydrogenase, El subunit 
[Arabidopsis thaliana] 



Seq. No. 


220393 




LIB314 9-04 9-01-K1-C12 


Mot h 
rut; Liiuu 


RT.A9TX 


MPRT (ZT 


rrl 999 SS9 


DLiriu 1 OLUIC 


222 


£j VdlUc 


£. • U O J. O 


LYiauori j_ciiyL.li 






82 


NCBI Description 


(U4 9330) pectin methylesterase 


Seq.. No. 


220394 


Seq. ID 


LIB314 9-049-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2829899 


BLAST score 


300 


E value 


3.0e-27 


Match length 


122 


% identity 


48 


NCBI Description 


(AC002311) similar to ripening- 




gp AJ001449 2465015 and major*. 




gp_X91961_11074 95 [Arabidopsis 


Seq. No. 


220395 . 


Seq. ID 


LIB314 9-04 9-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g543905 


BLAST score 


715 


E value 


6.0e-76 


Match length 


132 


% identity 


96 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BRASS INOSTEROID-REGULATED PROTEIN BRU1 >gi_347459 (L22162) 
brassinosteroid-regulated protein [Glycine max] 

220396 

LIB314 9-049-Q1-K1-C8 

BLASTX 

gl843527 

453 

3.0e-45 

118 

77 

(U73747) annexin [Gossypium hirsutum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220397 

LIB314 9-04 9-Q1-K1-C9 

BLASTX 

g4210330 

614 

4.0e-64 

130 

88 

(AJ223802) 2-oxoglutarate dehydrogenase, El subunit 
[Arabidopsis thaliana] 

220398 

LIB314 9-04 9-Q1-K1-D11 

BLASTX 

g2224731 

242 

1.0e-20 

95 
57 

(AB004932) Aux22d [Vigna radiata] 
220399 

LIB314 9-04 9-Q1-K1-D7 

BLASTX 

gl834353 

165 

2.0e-18 

107 

48 

(Y10986) hypothetical protein 194 [Arabidopsis thaliana] 
220400 

LIB314 9-04 9-Q1-K1-D8 

BLASTX 

g3892052 

352 

2.0e-33 

86 

79 

(AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] 

220401 

LIB314 9-04 9-Q1-K1-D9 

BLASTX 

g3947719 

240 

2.0e-20 

51 

92 

(AJ012653) ribosomal protein S28 [Prunus persica] 
>gi_3947721_emb_CAA10102_ (AJ012654) ribosomal protein S28 
[Prunus persica] >gi__3947723_emb_CAA10103_ (AJ012655) 
ribosomal protein S28 [Prunus persica] 



Seq. No. 



220402 



31069 





Seq. ID 


LIB3149-04 9-Q1-K1-E1 




Method 


BLASTX 




NCBI GI 


g3096949 




.BLAST score 


541 . . ... 




E value 


1.0e-55 




Match length 


124 




% identity 


81 




NCBI Description 


(Y16328) putative cyclic nucleotide-regulated ion channel 






[Arabidopsis thaliana] >gi_3894399 (AF067798) cyclic 






nucleotide-gated cation channel [Arabidopsis thaliana] 




Seq. No. 


220403 




Seq. ID 


LIB314 9-04 9-Q1-K1-E10 




Method 


BLASTX 




NCBI GI 


g2505940 




BLAST score 


574 




E value 


2.0e-59 




Match length 


124 




% identity 


87 




NCBI Description 


(Y13071) 26S proteasome, non-ATPase subunit [Mus musculus 




Seq. No. 


220404 




Seq. ID 


LIB314 9-04 9-Q1-K1-E4 


± . 


Method 


BLASTX 




NCBI GI 


g3033544 




BLAST score 


147 


d 


E value 


2.0e-09 




Match length 


78 


£ 


% identity 


38 




NCBI Description 


(AF055873) hypothetical protein [Synechococcus PCC7942] 




Seq. No. 


220405 


' 


Seq. ID 


LIB314 9-04 9-Q1-K1-E5 




Method 


BLASTX 




NCBI GI 


gll5486 




BLAST score 


530 




E value' 


3.0e-54 




Match length 


104 




% identity 


57 




NCBI Description 


CALMODULIN-2/3/5 >gi 99671 _pir S22503 calmodulin - 



Arabidopsis thaliana >gi_1076437_pir S53006 calmodulin - 

leaf mustard >gi_214 6726_pir S71513 calmodulin - 

Arabidopsis thaliana >gi_166651 (M38380) calmodulin-2 
[Arabidopsis thaliana] >gi_166653 (M73711) calmodulin-3 
[Arabidopsis thaliana] >gi_474183_emb_CAA47690_ (X67273) 
calmodulin [Arabidopsis thaliana] >gi_497992 (U10150) 
calmodulin [Brassica hapus] >gi_899058 (M88307) calmodulin 
[Brassica juncea] >gi_1183005_dbj_BAA08283_ (D45848) 
calmodulin [Arabidopsis thaliana] >gi_3402706 (AC004261) 
unknown protein [Arabidopsis thaliana] >gi_3885333 
(AC005623) calmodulin [Arabidopsis thaliana] 

>gi_2284 07_prf 1803520A calmodulin 2 [Arabidopsis 

thaliana] 

Seq. No. 220406 

Seq. ID LIB3149-049-Q1-K1-E8 

Method BLASTX 
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NCBI GI 


^ g 100 1631 


BLAST score 


238 


E value 


5.0e-20 


Match length 


129 


% identity 


40 


NCBI Description 


(D64002) 


Seq. No. 


220407 


Seq. ID 


LIB3149- 


Method 


BLASTX 


NCBI GI 


g2505940 


BLAST score 


569 


E value 


7 . Oe-59 


Match length 


122 


% identity 


88 


NCBI Description 


(Y13071) 


Seq. No. 


220408 


Seq. ID 


LIB3I49- 


Method 


BLASTX 


NCBI GI 


gl220196 


BLAST score 


671 


E value 


8.0e-71 


Match length 


- 134 


% identity 


98 


NCBI Description 


(U49061) 


Seq. No. 


220409 


Seq. ID 


LIB3149-I 


Method 


BLASTX 


NCBI GI 


gl363482 


BLAST score 


159 


E value 


9-0e-ll 


Match length 


84 


% identity 


48 


NCBI Description 


IAA11 pr< 



IAA11 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220410 

LIB314 9-04 9-Q1-K1-G1 

BLASTX 

gl363482 

286 

1.0e-25 

125 
55 

IAA11 protein - Arabidopsis thaliana >gi_972925 (U18413) 
IAA11 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



220411 

LIB314 9-04 9-Q1-K1-G10 

BLASTX 

g2833388 

393 

1.0e-46 

130 

74 



31071 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_629660_pir S43341 ADPglucose — starch 

glucosyltransf erase (EC 2.4.1.21) precursor - cassava 
>gi_437042_erab_CAA52273_ (X74160) starch (bacterial 
glycogen) synthase [Manihot esculenta] 

220412 

LIB314 9-04 9-Q1-K1-G5 

BLAST N 

g2760168 

34 

1.0e-09 

88 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MEE6, complete sequence [Arabidopsis thaliana] 



Seq. No. 

r> ~ t ts 

004. XU 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%- identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220413 

LIB3149-04 9-QI-K1-G6 

BLASTX 

g3482967 

605 

5.0e-63 

137 

80 

(AL031369) Protein phosphatase 2C-like protein [Arabidops 
thaliana] >gi_4559345_gb_AAD23006 . 1_AC006585_1 (AC006585) 
protein phosphatase 2C [Arabidopsis thaliana] 

220414 

LIB314 9-04 9-Q1-K1-G7 

BLASTN 

g2529657 

38 

5.0e-12 

70 
89 

Arabidopsis thaliana chromosome II BAC T30B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

220415 

LIB3149-04 9-Q1-K1-H10 

BLASTX 

gll74448 

198 

2.0e-15 

61 

61 

TRANSLOCON-ASSOCIATED PROTEIN, ALPHA SUBUNIT PRECURSOR 
(TRAP-ALPHA) (SIGNAL SEQUENCE RECEPTOR ' ALPHA SUBUNIT) 
(SSR- ALPHA) >gi_547391 (L32016) alpha-subunit ; putative 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



220416 

LIB314 9-050-Q1-K1-A11 

BLASTX 

gl351987 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307 

3.0e-29 

90 

72 

ASPARAGINE SYNTHETASE (GLUTAMINE-HYDROLYZING) 
(GLUTAMINE-DEPENDENT ASPARAGINE SYNTHETASE) >gi_507946 
(L29083) glutamine-dependent asparagine synthetase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220417 

LIB314 9-050-Q1-K1-A12 

BLASTX 

g4314400 

229 

3.0e-19 

73 

60 

(AC006232) putative selenium-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220418 

LIB314 9-050-Q1-K1-A3 

BLASTX 

gl477428 

710 - ' ' 

2.0e-75 

134 

96 

(X99623) alpha-tubulin 1 [Hordeum vulgare] 
220419 

LIB314 9-050-Q1-K1-A4 

BLASTX 

gl477428 

405 

3.0e-46 

110 

85 

(X99623) alpha-tubulin 1 [Hordeum vulgare] 
220420 

LIB314 9-050-Q1-K1-B11 

BLASTX 

g3128228 

416 

4.0e-41 

88 

89 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



220421 

LIB314 9-050-Q1-K1-B12 

BLASTX 

gl053047 

354 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-34 

85 

85 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi_I053051 (U38427) histone H3 
[Glycine max] 

220422 

LIB314 9-050-Q1-K1-B7 

BLASTX 

g2943792 

625 

2.0e-65 

128 

88 

(AB006809) PV72 [Cucurbita sp.] 
220423 

LIB314 9-050-Q1-K1-B8 

BLASTN 

g2264305 

34 

1.0e-09 

117 

91 

Arabidopsis thaliana genomic DNA, ..chromosome 5, PI clone: 
MBK23, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220424 

LIB314 9-050-Q1-K1-C12 

BLASTX 

g3850573 

353 

9.0e-34 

94 

69 

(AC005278) Similar to gi_1652733 glycogen operon protein 
GlgX from Synechocystis sp. genome gb_D90908. ESTs 
gb_H36690, gb_AA712462, gb_AA651230 and gb_N95932 come from 
this gene. [Arabidopsis thaliana] 

220425 

LIB314 9-050-Q1-K1-C2 

BLASTX 

gl33785 

297 

3.0e-27 

77 

82 

40S RIBOSOMAL PROTEIN S14 >gi_70945_pir R3RT14 ribosomal 

protein S14 - rat >gi_57129_emb_CAA3314 3_ (X15040) 
ribosomal protein S14 (AA 1-152) [Rattus norvegicus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



220426 

LIB314 9-050-Q1-K1-C3 

BLASTN 

g4325218 



31074 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35 . 

4.0e-10 

63 
89 

Arabidopsis thaliana hydrophobic protein (RCI2B) mRNA, 
complete cds 

220427 

LIB314 9-050-Q1-K1-C4 

BLASTX 

g3928543 

174 

2.0e-12 

109 

39 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 



Sev-i • No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



220428 

LIB3149 

BLASTX 

g531389 

180 

3.0e-13 

87 

41 

(U12626 
[Zea ma 



■050-Q1-K1-C6 



) copia-like retrotransposon Hopscotch polyprotein 
ys] 



220429 

LIB314 9-050-Q1-K1-C7 

BLASTX 

g3183247 

311 

1.0e-28 

128 

51 

PUTATIVE GTP-BINDING PROTEIN W08E3.3 
>gi_3880615_emb_CAB07131_ (Z92773) predicted using 
Genefinder; Similarity to Yeast hypothetical 44.2 KD 
protein, putative- GTP-binding protein (SW:P38219); cDNA EST 
EMBL:D64516 comes from this gene; cDNA EST EMBL:D65777 
comes from this gene; cDNA EST EMB 

220430 

LIB314 9-050-Q1-K1-C8 

BLASTX 

g485742 

614 

4.0e-64 

131 

90 

(L32791) pyrophosphatase [Beta vulgaris] 
220431 

LIB314 9-050-Q1-K1-C9 
BLASTX 



31075 



NCBI GI 


gl402878 


BLAST score 


270 


E value 


5.0e-24 


Matrh lencrth 


91 


% identity 


59 


NCBI DescriDtion 


(X98130) unknown [Arabidopsis thaliana 


Seq. No. 


220432 


Seq. ID 


LIB314 9-050-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4115377 


BLAST score 


316 


R vfl Iup 

V CI ^ \A xi» 


4 . Oe-47 


Matrh lencrth 


116 


% identity 


82 


NCBI DescriDtion 


(AC005967) unknown protein [Arabidopsi: 


Seq. No. 


220433 


Seq . ID 


LIB3I4 9-050-Q1-K1-E7 


Method 


BLASTN 


NCBI GI 


gl8342 


BLAST score 


35 


F. va 1 up 

JwJ V d -X. 


4.0e-10 


M^fph lpncrth 


64 


% identitv 


16 


NCBI DescriDtion 


Carrot gene for extensin 


Seq. No. 


220434 


Seq. ID 


LIB314 9-050-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g3913919 


BLAST score 


326 


E value 


1.0e-30 


Match length 


77 


% identity 


82 


NCBI Description 


ACID BETA-FRUCTOFURANOSIDASE PRECURSOR 



SUCROSE- 6-PHOSPHATE HYDROLASE) (ACID INVERTASE) (AI) 
(VACUOLAR INVERTASE) >gi_2351827 .(U92438) soluble acid 
invertase [Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220435 

LIB314 9-050-Q1-K1-F3 

BLASTX 

g2621768 

149 

1.0e-09 

97 

35 

(AE000848) ribonuclease 
thermoautotrophicum] 



PH [Methanobacterium 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



220436 

LIB314 9-050-Q1-K1-F7 

BLASTX 

g2642450 

576 

1.0e-59 



31076 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



131 
85 

(AC002391) putative metal ion transporter (Nramp) 
[Arabidopsis thaliana] >gi_3169188 (AC004401) putative 
metal ion transporter (Nramp) [Arabidopsis thaliana] 

220437 

LIB314 9-050-Q1-K1-G10 

BLASTX 

g3337356 

330 

4.0e-31 

86. 
'"76 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

220438 

LTB3149-050-Q1-K1-G12 

BLASTN 

g4519188 

37 

2.0e-ll 

89 
85 

Arabidopsis thaliana- genomic DNA, chromosome 5, TAC clone 
K21L19, complete sequence 

220439 

LIB314 9-050-Q1-K1-G3 

BLASTX 

g2982299 

238 

4.0e-20 

83 

60. 

<(AF051234) transcription factor BTF3 homolog [Picea 
mariana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



220440 

LIB314 9-050-Q1-K1-G5 

BLASTX 

g2414622 

246 

5.0e-21 

102 

50 

(Z99259) conserved protein [Schizosaccharomyces pombe] 
220441 

LIB314 9-050-Q1-K1-G7 

BLASTX 

gl350680 

162 

1.0e-ll 

65 

49 



31077 



NCBI Description 



60S RIBOSOMAL PROTEIN LI 



Seq. No. 


220442 


Seq. ID 


LIB314 9-050-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


gl222552 


BLAST score 


424 


E value 


4.0e-42 


Match length 


95 


% identity 


81 


NCBI Description 


(U49330) pectin methylesterase [Lycopersicon esculentum] 


Seq. No. 


220443 


Seq. ID 


LIB314 9-050-Q1-K1-H9 


Method 


BLASTN 


NCBI GI 


g4263774 


BLAST score 


36 


E value 


6-0e-ll 


Match length 


64 


% identity 


45 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T20F21 genomic 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220444 

LIB314 9-051-Q1-K1-A5 

BLASTX 

g4455198 

225 

1.0e-18 

98 

53 

(AL035440) putative protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220445 

LIB314 9-051-Q1-K1-A6 

BLASTX 

g3319882 

460 

3.0e-46 

99 

89 

(AJ004960) elongation factor 1-alpha (EFl-a) [Cicer 
arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220446 

LIB314 9-051-Q1-K1-A7 

BLASTX 

g3850568 

216 

1.0e-17 

67 

66 

(AC005278) 
gi 1052797 



Similar to hypothetical protein SPAC2F7.14c 
from Schizosaccharomyces pombe cosmid gb_Z50142, 



[Arabidopsis thaliana] 



Seq. No. 



220447 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB314 9-051-Q1-K1-B12 

BLASTX 

g4263713 

285 

1.0e-25 

69 

71 

(AC006223) 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220448 

LIB314 9-051-Q1-K1-B4 

BLASTX 

g2760322 

137 

9.0e-09 

55 

53 

(AC002130) F1N21.7 [Arabidopsis thaliana] 



Qpn Mo 

■ \J • 


220449 


Seq. ID 


LIB314 9-051-Q1-K1-B5 


Mpt" hod 


BLASTX 


NCBI GI 


gl222552 


BLAST score 


477 


E value 


3.0e-48 


Match length 


103 


% identity 


83 


NCBI Description 


(U49330) pectin methylesterase [Lycopersicon esculentum 


Seq. No. 


220450 


Seq. ID 


LIB314 9-051-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3882203 


BLAST score 


209 


E value 


1.0e-19 


Match length 


80. 


% identity 




NCBI Description 


(AB018284) KIAA0741 protein [Homo sapiens] 


Seq. No. 


220451 


Seq. ID 


LIB314 9-051-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g2738248 


BLAST score 


387 


E value 


1.0e-37 


Match length 


87 


% identity 


84 


NCBI Description 


(U97200) cobalamin-independent methionine synthase 



[Arabidopsis thaliana] 



Seq. No. 220452 

Seq. ID LIB3149-051-Q1-K1-C10 

Method BLASTN 

NCBI GI g2687435 

BLAST score 275 

E value 1.0e-153 

Match length 303 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Hamamelis virginiana large subunit 26S ribosomal RNA gene, 
partial sequence 

220453 

LIB314 9-051-Q1-K1-C11 

BLASTN 

gl360093 

35 

3.0e-10 

47 

94 

N. tabacum -mRNA for a putative serine/threonine receptor 
kinase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220454 

LIB314 9-051-Q1-K1-C2 

BLASTX 

g629597 

277 

1.0e-24 

62 

79 

proline 
proline 
Peptide 



-rich protein - rape >gi_545029_bbs_142669 (S68113) 
-rich SAC51 [Brassica napus=oilseed rape, pods, 
147 aa] [Brassica napus] 



220455 

LIB314 9-051-Q1-K1-C3 

BLASTX 

g531829 

154 

2.0e-10 

74 

42 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] ' 

220456 

LIB314 9-051-Q1-K1-C7 

BLASTN 

g2558961 

222 

1.0e-122 

234 

99 

Gossypium hirsutum histone H2B1 mRNA, complete cds 
220457 

LIB314 9-051-Q1-K1-D10 

BLASTX 

gl710546 

365 

4 .0e-35 

81 ~ 
88 

60S RIBOSOMAL PROTEIN L36 >gi^l276967 (U47095) putative 



31080 



ribosomal protein [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220458 

LIB314 9-051-Q1-K1-D3 

BLASTN 

g4098126 

108 

6.0e-54 

197 

97 

Gossypium hirsutum sucrose synthase mRNA, partial cds 
220459 

LIB3149-051-Q1-K1-D4 

BLASTN 

g4098126 

35 

1.0e-10 

85 
93 

Gossypium hirsutum sucrose synthase mRNA, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220460 

LIB3149-051-Q1-K1-D7 
"BLASTX 
g730526 
194 

4.0e-15 

91 

48 

60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404166_emb_CAA53005_ (X75162) BBC1 protein 
[Arabidopsis thaliana] 



Seq. No. 


220461 


Seq. ID 


LIB314 9-051-Q1-K1-D8 


Method 


BLASTX 


NCBI GI, 


gl350944 


BLAST score 


391 


E value 


4.0e-38 


Match length 


80 


% identity 


96 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S17 


Seq. No. 


220462 


Seq. ID 


LIB314 9-051-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g3925703 


BLAST score 


425 


E value 


4.0e-42 


Match length 


98 


% identity 


88 


NCBI Description 


(X95905) 14-3-3 protein [ 


Seq. No. 


220463 


Seq. ID 


LIB314 9-051-Q1-K1-E12 



[Lycopersicon esculentum] 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% - identity 

NCBI Description 



BLASTX 

gl354849 

197 

2.0e-15 

102 

60 

(U57350) 



epoxide hydrolase [Nicotiana tabacum] 



220464 

LIB314 9-051-Q1-K1-E4 

BLASTX 

gl351987 

352 

1.0e-33 

94 

73 

ASPARAGINE SYNTHETASE (GLUTAMINE-HYDROLYZING) 
(GLUTAMINE- DEPENDENT ASPARAGINE SYNTHETASE) >gi_50794 6 
(L29083) giutamine-dependent asparagine synthetase 
[Arabidopsis thaliana] 

220465 

LIB314 9-051-Q1-K1-F10 

BLASTX 

g4158232 

532 

1.0e-54 

105 

90 

(Y18626) reversibly glycosylated polypeptide [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220466 

LIB314 9-051-Q1-K1-F4 

BLASTX 

g3269284 

240- 

2. Oe-20 

87 

59 

(AL030978) histone H2A- 



like protein [Arabidopsis thaliana] 



Seq. No. 220467 

Seq. ID LIB3149-051-Q1-K1-F6 

Method BLASTX 

NCBI GI g4522012 

BLAST score 296 

E value 6. Oe-27 

Match length 7 9 

% identity 65 

NCBI Description (AC007069) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 220468 

Seq. ID LIB3149-051-Q1-K1-F7 

Method BLASTX 

NCBI GI g4371285 

BLAST score 439 
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E value 


9.0e-44 




Match lenath 


98 




% "i dentitv 


85 




MPRT Dpscriotion 

LN V^r U X 1— ' W X. X £^ 1— J- w 1 i 


fAC00626CH hvoothetical nrotein TArabidoiDsis thaliana! 




Seq. No. 


220469 




Seq. ID 


LIB314 9-051-Q1-K1-F8 




Method 


BLASTX 




NCBI GI 


gl877397 




BLAST score 


336 




R va 1 up 

1_J v ts ^ U 


1.0e-31 




Mat^h 1 pnnth 


73 




ft i Hpnt i t v 


85 




NPBT Descriotion 


(Y11591) shaggy - like kinase [Ricinus communis] 




Seq. No. 


220470 




Sea ID 


LIB314 9-051-Q1-K1-F9 




Method 


BLASTX 




Mrvp T /"* T 


g34514±I 




BLAST score 


330 




F. va ] up 


5.0e-31 


& 


Mai~ph 1 pnni"h 

Li CI (-> ^ 11 J.C1IU 1,11 


102 




St "i Hpnt- 1 +" V 


62 


pi 


NPRT Dpcpri ni - 1 on 


(Z98761) servl— tRNA synthetase fHelianthus annuusl 


M= 


Seq. No. 


220471 


« - 


Seq. ID 


LIB314 9-051-Q1-K1-G1 




Method 


BLASTX - 


i = 


NCBI GI 


gl352821 




BLAST score 


"'284 


O 


E value 


1.0e-25 




Match length 


56 


D 


% identity 


93 




NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39)- small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220472 

LIB314 9-051-Q1-K1-G11 

BLASTX 

g2499945 

394 

2.0e-38 

102 

75 

URIDINE 5 1 -MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 1 -PHOSPHATE 

DECARBOXYLASE >gi_1076363_pir S46440 orotate 

phosphoribosyltransferase (EC 2.4.2.10) / 
orotidine-5 ' -phosphate decarboxylase (EC 4.1.1.23) - 
Arabidopsis thaliana >gi_4 43818_emb_CAA50686_ (X71842) 
pyrE-F [Arabidopsis thaliana] 



Seq. No. 
Seq. ID . 



220473 

LIB314 9-051-Q1-K1-G2 



31083 



Method BLASTX 

NCBI GI gl617272 

BLAST score 419 

E value 2.0e-41 

Match length 101 

% identity 73 

NCBI Description (Z72151) AMP-binding protein [Brassica napus] 

Seq. No. 220474 

Seg. ID LIB3149-051-Q1-K1-G4 

Method BLASTX 

NCBI GI g3037045 

BLAST score 148 

E value 1.0e-09 

Match length 74 

% identity 43 

NCBI Description (AF052621) hypothetical protein COX4AL [Mus musculus] 

Seq. No. 2204 75 

Seq. ID LIB3149-051-Q1-K1-G9 

Method BLASTX 

NCBI GI g4580519 

BLAST score 377 

E value * j 2.0e-36 

Match length 101 

% identity 71 

NCBI Description (AF036303) scarecrow-like 6 [Arabidopsis thaliana] 

Seq. No. 220476 

Seq. ID LIB3149-051-Q1-K1-H10 

Method BLASTX 

NCBI GI g4115377 

BLAST score 4 32 

E value 6.0e-43 

Match length 111 

% identity 73 

NCBI Description (AC005967). unknown protein [Arabidopsis thaliana] 

Seq. No. 220477 

Seq. ID LIB3149-051-Q1-K1-H4 

Method BLASTX 

NCBI GI g2281090 

BLAST score 217 

E value 8.0e-18 

Match length 112 

% identity 46 

NCBI Description (AC002333) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 220478 

Seq. ID LIB3149-051-Q1-K1-H7 

Method BLASTX 

NCBI GI g4263822 

BLAST score 153 

E value " ' 3. 0e-10 

Match length 98 

% identity 36 

NCBI Description (AC006067) putative receptor protein kinase [Arabidopsis 
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thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
31 

E value 
Match length 
% identity 
NCBI Description 



220479 

LIB3149-051-Q1-K1-H9 

BLASTX 

g2267567 

402 

2.0e-39 

89 

87 

(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
x hortorum] >gi_2267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 

220480 

LIB314 9-052-Q1-K1-A1 

BLASTX 

g4193382 

262 

4.0e-23 

50 

90 

(AF083336) ribosomal protein S27 [Arabidopsis thaliana] 
>gi_4193384 (AF083337) ribosomal protein S27 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220481 

LIB3149-053-Q1-K1-A1 

BLASTN 

g2275090 

173 

1.0e-92 

193 

97 

Swietenia humilis DNA for simple tandem repeat 



(341bp) 



220482 

LIB314 9-053-Q1-K1-A11 

BLASTX 

g3914535 

159 

5.0e-ll 

39 

85 

60S RIBOSOMAL PROTEIN L13A >gi_279194 8_emb_CAA11283_ 
(AJ223363) ribosomal protein L13a [Lupinus luteus] 

220483 

LIB314 9-053-Q1-K1-A2 

BLASTX 

gl587206 

361 

2.0e-34 

116 

69 

T complex protein [Cucumis sativus] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI De s cr ipt ion 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220484 

LIB314 9-053-Q1-K1-A3 

BLASTX 

gl587206 

623 

3.0e-65 

130 

94 

T complex protein [Cucumis sativus] 
220485 

LIB3149-053-Q1-K1-A4 

BLASTX 

gl587206 

519 

6.0e-53 

132 

79 

T complex protein [Cucumis sativus] 
220486 

LIB314 9-053-Q1-K1-A8 

BLASTX 

gl703375 

210 

8.0e-28 

93 

80 

ADP-RIBOSYLATION FACTOR 1 >gi_9654 83_db j_BAA08259_ 
DcARFl [ Daucus carota ] 



(D45420) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



220487 

LIB314 9-053-Q1-K1-A9 

BLASTX 

g2500026 

556 

3.0e-57 ' - 

126 

83 

ADENYLOSUCCINATE SYNTHETASE PRECURSOR ( IMP --AS PART ATE 
LIGASE) >gi_1616657 (U49389) adenylosuccinate synthetase 
[Arabidopsis thaliana] 

220488 

LIB314 9-053-Q1-K1-B12 

BLASTX 

g643469 

139 

9.0e-09 

40 

65 

(U19886) unknown [Lycopersicon esculentum] 

* 

220489 

LIB314 9-053-Q1-K1-B2 

BLASTX 

g2213425 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314 

4.0e-29 

70 

47 

(Z97064) hypothetical protein [Citrus x paradisi] 
220490 

LIB314 9-053-Q1-K1-B3 

BLASTX 

g399940 

628 

8.0e-66 

131 

96 

MITOCHONDRIAL HEAT SHOCK 70 KD PROTEIN PRECURSOR 

>gi_100004_pir S25005 heat shock protein, 70K - kidney 

bean >gi_22636_emb_CAA4734 5_ (X66874) 70 kDa heat shock 
protein [Phaseolus vulgaris] 

220491 

LIB314 9-053-Q1-K1-B5 

BLASTX 

gl33424 

166 

1.0e-ll 

46 

72 

DNA-DIRECTED RNA POLYMERASE BETA CHAIN >gi_66969_pir RNNTB 

DNA-directed RNA polymerase (EC 2.7.7.6) beta chain - 
common tobacco chloroplast >gi_11781_emb_CAA31238_ (X12745) 
ORF 1070 (AA 1-1070); put. RNA polymerase beta-subunit 
[Nicotiana tabacum] >gi_11822_emb_CAA7734 6_ (Z00044) RNA 
polymerase beta subunit [Nicotiana tabacum] 

220492 

LIB314 9-053-Q1-K1-B7 

BLASTN 

g3869069 

36 

8.0e-ll 

226 

85 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220493 

LIB314 9-053-Q1-K1-C12 

BLASTX 

g2500355 

212 

3.0e-17 

56 

79 

60S RIBOSOMAL PROTEIN L10 (QM PROTEIN HOMOLOG) 

>gi_629704_pir S44144 ribosomal protein LlO.e, cytosolic - 

common tobacco (fragment) >gi_473104_emb_CAA784 61_ (Z14083) 
HOMOLOGIE with Human WILM's tumor-related protein HUMQM 
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[Nicotiana tabacum] 



Seq. No. 


220494 


Seq. ID 


LIB314 9-053-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g417148 


BLAST score 


363 


E value 


1 . Oe-34 


Mafph 1 pnrrth 


129 


9; i Hpnt" *i t" v 


55 


NCBI DescriDtion 


PROBABLE GLUTATHIONE S-TRANSFERASE (HEAT SHOCK PROTE 


(G2-4) >ai 99912 Dir A33654 heat shock orotein 26A • 




soybean >gi 169981 (M20363) Gmhsp26-A [Glycine max] 


Sea No. 


220495 


Seq. ID 


LIB314 9-053-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


gl420938 


BLAST score 


277 


va 1 hp 


1 . 0e-24 


Mat cY\ lenath 


80 


o _l vjc 1 1 1_ j_ _y 


69 


NTCRT Dp^rri ni~ i on 

IN V_/ .D X UCOUlX^UXvll 


fnfil ^791 Vi ana unauipulata asrorbatp oprnxiria'jp mRNA 




complete cds [Vigna unguiculata] 


Sea No 


220496 


Seq. ID 


LIB314 9-053-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2827544 




211 


Hi V CI X ~ 


7 . Oe-17 


Match 1 pnath 


44 


& "i Hpn i~ "i 1~ v 


93 


NCRT Dp^rri r>t i on 


fATi09163Sl HSP a^^oriatpd nrof Pin 1 i Icp fArahi Hnn^ i 




thaliana ] 


Seq. No. 


220497 


Seq. ID 


LIB314 9-053-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


a2894599 




210 


F. va 1 up 


9 . Oe-17 


MalT'h 1 pnnth 


119 


% i Hpn t i t v 


46 


NCBI Description 


(AL021889) putative protein [Arabidopsis thaliana] 


Seq. No. 


220498 


Seq. ID 


LIB314 9-053-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4559346 


BLAST score 


421 


E value 


2.0e-41 ^ 


Match length 


128 


% identity 


64 


NCBI Description 


(AC006585) early nodulin 16 [Arabidopsis thaliana] 


Seq. No. 


220499 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB314 9-053-Q1-K1-D11 

BLASTX 

gl36712 

585 

1.0e-60 

133 

80 

CYTOCHROME B6-F COMPLEX IRON-SULFUR SUBUNIT PRECURSOR 

(RIESKE IRON-SULFUR PROTEIN) (RISP) >gi_81457_pir S00454 

plas'toquinol — plastocyanin reductase (EC 1.10.99.1) 
iron-sulfur protein precursor - spinach 
>gi_21311_emb_CAA29590_ (X06244) Rieske FeS-precursor 

[Spinacia oleracea] >gi_226151_prf 1412276A rieske FeS 

precursor protein [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220500 

LIB314 9-053-Q1-K1-D12 

BLASTX 

g!36707 

242 

2.0e-20 

52 

90 

CYTOCHROME B 6- F COMPLEX IRON-SULFUR SUBUNIT PRECURSOR 

(RIESKE IRON-SULFUR PROTEIN) (RISP)" >gi_280397_pir S26199 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
iron-sulfur protein precursor - garden pea 
>gi_20832_emb_CAA45151_ (X63605) chloroplast Rieske FeS 
protein [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220501 

LIB314 9-053-Q1-K1-D3 

BLASTX 

g2499488 

628 

9.0e-66 

130 

95 

PYROPHOSPHATE— FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
ALPHA SUBUNIT (PFP) ( 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE) ) 

(PYROPHOSPHATE-DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 

(PPI-PFK) >gi_483547_emb_CAA83682_ (Z32849) 
pyrophosphate-dependent phosphof ructokinase alpha subunit 

[Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220502 

LIB314 9-053-Q1-K1-D5 

BLASTX 

g3335359 

235 

1.0e-19 

128 

45 

(AC003028) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



220503 

LIB314 9-053-Q1-K1-D6 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g3335359 

159 

8.0e-ll 

128 

36 

(AC003028) unknown protein [Arabidopsis thaliana] 
220504 

LIB314 9-053-Q1-K1-D7 

BLASTX 

g3913633 

158 

4 .Oe-13 

88 

60 

HYPOTHETICAL PROTEIN F8A5.25 >gi_2462742 (AC002292) Unknown 
protein [Arabidopsis thaliana] 

220505 

LIB314 9-053-Q1-K1-D8 

BLASTN 

gl4l'9087 

38 ^ 

5.0e-12 * 

78 

87 

N.plumbagini folia mRNA for calreticulin 
220506 

LIB314 9-053-Q1-K1-E1 

BLASTN 

g683501 

40 

3. Oe-13 

56 

93 

A. thaliana mRNA for 65 kDa regulatory subunit of protein 
phosphatase 2A 

220507 

LIB314 9-053-Q1-K1-E10 

BLASTX 

g3687235 

140 

1.0e-08 

88 

45 

(AC005169) putative copia-like transposable element 
[Arabidopsis thaliana] 

220508 

LIB314 9-053-Q1-K1-E3 

BLASTX * . 

g3914535 

170 

3.0e-12 
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Match lenath 


39 




% identitv 


87 




NCBI Description 


60S RIB0S0MAL PROTEIN L13A >gi 2791948 emb CAA11283 






(AJ223363) ribosomal protein L13a [Lupinus luteus] 




Seq. No. 


220509 




Seq. ID 


LIB314 9-053-Q1-K1-E5 




Method 


BLASTX 




NCBI GI 


g3776005 




BLAST score 


442 




F, va 1 up 

i-J V CI J- 


6. 0e-44 




Match 1 pnath 


93 




% idpntitv 


94 




NPRT DpsrriDtion 


(AJ010466) RNA helicase [Arabidopsis thaliana] 




Sea. No. 


220510 




Seq. ID 


LIB314 9-053-Q1-K1-E6 




Method 


BLASTX 


f==b 


NCBI GI 


g!922242 


z z 


BLAST score 


194 


01 


E value 


7 . 0e-15 


Match 1 pncrth 


69 


LUI 


% idpntitv 


61 




NPRT np^rriDtion 


(Y10084) hvDothetical Drotein fArabidoosis thaliana! 




Sea No. 


220511 






LIB314 9-053-O1-K1-E7 






BLASTX 




NCBI GI 


g3885515 




BLAST score 


447 




E value 


1.0e-44 


las? 


Match 1 pncrth 


103 




% i ripn 1 1 1 v 


81 


ps 

rssf 


NCBI Description 


(AF084202) similar to ribosomal protein S26 [Medicago 


i = 
p| 




^ativa 1 

ij U 1— -L. V J 




Sea. No. 


220512 




Seq. ID 


LIB3149-053-Q1-K1-F4 




Method 


BLASTX . 




NCBI GI 


g531829 




BLAST score 


146 




E value 


1 . Oe-09 




Match 1 pnath 


72 






50 




NCBI Descriot ion 


(U12390) beta-galactosidase alpha peptide [cloning vecti 






nSoort 1 1 




Seq. No. 


220513 




Seq. ID 


LIB314 9-053-Q1-K1-F5 




Method 


BLASTX 




NCBI GI 


g2894612 




BLAST score 


372 




E value 


8.0e-36 




Match length 


118 




% identity 


65 




NCBI Description 


(AL021889) putative protein [Arabidopsis thaliana] 
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Seq. No. 


220514 


Seq. ID 


LIB314 9-053-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g4539350 


BLAST score 


357 


E valup 


5 . Oe-34 


Matr 1 ?! 1 pnnhh 


79 


ft i Hpnt" i t" v 


78 


MPRT Dp«!pr"inH nn 


( AT.O 3 5 S 3 9 \ ir)ntat"ivp DPftinpsfpra^p rArabidoD^i ^ thalianal 


Seq. No. 


220515 


i_J ^ vJ • X L-/ 


LIB314 9-0 53-01 -Kl-Gl 


L JC L. 1 1V^\X 


BLASTX 


LN \* D X X 


a399785 

y -j j i u ^ 


BLAST sc6re 


609 


V Tra 1 no 
Cj vai mc; 


2 Oe-63 


Match length 


132 


% identity 


87 


NCBI Description 


GLUTAMATE-1 -SEMI ALDEHYDE 2, 1-AMINOMUTASE PRECURSOR (GSA) 




( GLUTAMATE-1-SEMIALDEHYDE AMINOTRANSFERASE) fGSA-AT) 

I \J XJ \J X £±L XI* X imJ X> X^L IXniJ X*r XJ 1 1 X L-/ XpJ a±L 1 J- li V*/ X XXxLLi X XJ iultj <^J / \ \J * X / 




>rri 100331 nir S21454 alntamate-1— semialdehvde 




? 1 -^m i nnnniha«!P ^FP S 4 fi ^ — c omm on f nh^rrn 




>ni 19873 pmh f , AA46786 TX6S973) alutamate-l-semialdehvde 




2 1 — Ami nr>mni"at!P TWi rnt" i fshpniTnl 
C f x ciiiix i i uiuu l. a o c [ ii j.l>u Lxaiia L. auciv^ ixiit j 


Sea. No. 


220516 


Seq. ID 


^16314 9-0 5 3-01 -Kl-Gl 2 

XI X i-J «^ X TI \J ^ ^ \£ X 1\ X V— I X £- 


Mpt hod 


BLASTX 


NCBI GI 


g3702343 


BLAST score 


323 


E value 

U V U -L. Ue 


4 . Oe-30 


Mal'r'h 1* a nfi't~h 


114 


X> X IwlCll L, X L 


S7 


NCBT Dpsrrintion 


fAC005397) outative homeotic aene reaulator TArabidoosis 




fha 1 *i ana 1 


Sea No 


220517 

b b \y <*j x * 


q pn TD 

OC^i XL/ 


LIB314 9-053-O1-K1-G2 


Mq -f- K nrl 

11C L. 1 IvU 


BLASTX 




a399785 


BLAST score 


591 


V val no 

H> V Ct X Ll~ 


2 . Oe-61 


Match length 


132 


% identity 


86 


NCBI Description 


GLUTAMATE-1 -SEMI ALDEHYDE 2, 1-AMINOMUTASE PRECURSOR (GSA) 




(GLUTAMATE-1-SEMIALDEHYDE AMINOTRANSFERASE) (GSA-AT) 




>ai 100331 Dir S21454 alutamate-l-semialdehvde 




J 1 -ami nnmi]ha c !P ^F.P S 4 3 8^ — rnmmon tnbarro 




>ai 19873 emb CAA46786 (X65973) alutamate-l-semialdehvde 




? 1 -ami nriTTinha^p f Ni rnf i ana tahaniinl 


Seq. No. 


220518 


Seq.' ID 


LIB314 9-053-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl666173 


BLAST score 


477 


E value 


5.0e-48 



31092 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



114 
83 

(Y09106) transcription factor [Nicotiana plumbaginifolia] 
220519 

LIB314 9-053-Q1-K1-H12 

BLASTX 

g4176531 

171 

4.0e-12 
118 

39 

(AL035263) weak similarity to chick phosphatidylcholine-s 
rol acetyltransf erase [Schizosaccharomyces pombe] 

220520 

LIB314 9-053-Q1-K1-H5 

BLASTX 

g45673'04 

140 

1.0e-ll 

120 

40 

(AC005956) unknown 'protein [Arabidopsis thaliana] 
220521 

LIB314 9-054-Q1-K1-A11 

BLASTX 

gl708401 

412 

2.0e-40 

90 

90 

ISOCITRATE DEHYDROGENASE (NADP) (OXALOSUCCINATE 
DECARBOXYLASE) (IDH) (NADP+- SPECIFIC ICDH) (IDP) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220522 

LIB314 9-054-Q1-K1-A12 

BLASTX 

gl707074 

201 

9.0e-16 

117 

38 

(U80450) M01E11.2 [Caenorhabditis elegans] 



220523 

LIB314 9-054-Q1-K1-A2 

BLASTX 

g2597826 

372 

9.0e-36 
95 

73 . 

(Y14590) class IV chitinase 



[Arabidopsis thaliana] 



Seq. No. 



220524 



31093 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB314 9-054-Q1-K1-A3 

BLASTX 

gl350680 

221 

5.0e-30 

104 

65 

60S RIBOSOMAL PROTEIN LI 
220525 

LIB314 9-054-Q1-K1-A8 

BLASTX 

g4406777 

156 

2.0e-10 

79 

43 

(AC006532) putative zinc-finger protein [Arabidopsis 
thaliana] 

220526 

LIB314 9-054-Q1-K1-B12 

BLASTX 

g3702£21 

491 

1.0e-49 

127 
38 

(AC005397) putative TGF-beta receptor interacting protein 
[Arabidopsis thaliana] 

220527 

LIB314 9-054-Q1-K1-B3 

BLASTX 

g266989 

499 

1.0e-50 

118 

83 

GTP-BINDING PROTEIN SAR1B >gi_322517_pir S28 603 

GTP-binding protein - Arabidopsis thaliana >gi_166734 
(M957 95) GTP-binding protein [Arabidopsis thaliana] 

220528 

LIB314 9-054-Q1-K1-B4 

BLASTX 

g3334322 

295 

8.0e-27 

97 

62 

GTP-BINDING PROTEIN SAR1B >gi_2108347 (U55036) small 
GTP-binding protein Bsarlb [Brassica rapa] 

220529 

LIB314 9-054-Q1-K1-C11 
BLASTX 



31094 





'NCBI GI 


gl255951 




BLAST score 


290 




R value 


3. Oe-26 




Match lencrth 


59 1 ^ 




% "i dent it v 


86 




NCRT Descriot ion 


(X96932) PS60 TNicotiana tabacuml 




Seq. No. 


220530 




Seq. ID 


LIB314 9-054-Q1-K1-C12 




Method 


BLASTX 




NCBI GI 


gl255951 




BLAST score 


150 




F. value 


4 . Oe-10 




Mafph 1 enoth 


56 




% i HpnH tv 

O _L UC lit L ^- _J 


55 




NCRT Dp^rri nt "i on 


(X96932) PS60 fNicotiana tabacuml 




Seq. No. 


220531 


• — 5 


Seq. ID 


LIB314 9-054-Q1-K1-C5 


J3 


Method 


BLASTX 




NCBI GI 


g3925703 t 


~ s 


BLAST score 


408 




P \ra 1 lip 


6 0e-40 


"i" ' 


Mafrh 1 oti n't" h 


90 




% iripntitv 


91 


: ■ a - 


NTPRT Hp^rri ot i on 


. ^XQSQDS^ 14 — *^—^ DTOtein TLvcooer 5 ? i con esculentuml 


01 


Seer . No . 


220532 


S 




LIB314 9-054-O1-K1-C6 


: - 


Mpt" hoH 


BLASTX 


2 5 




al32908 


i-JL 


BLAST- scor'e . 


155 


i" '£ . , 


E* value 


3. Oe-10 




• Match 1 en nth 


.42 •"■„■-.* .\- ■-■ 




fit "l Hen t i t v 


6 9 " 




NPRT npcirri ot "i on 

1NLD1 J_y " O ^> J- J_ p 1 L W 1 1 


SO 0 ? RTBO^OMAL PROTEIN L34 >ai 7 9021 nir JO0732 ribosomal 






nrotein L34 - Proteus mirabilTs >ai _ 1508T7 (M58352^ 






ri hnsnmfll oTotein TProteu 6 ? mirabilisl 

1 luuouuiai piULClll U*J1 [I 1ULCUO 1LIX X QU X X X O J 




Seq. No. 


220533 




Seq. ID 


LIB314 9-054-Q1-K1-C8 




Method 


BLASTX 




NCBI GI 


all71978 




BLAST score 


388 




E value 


1.0e-37 




Match length 


129 




% identitv 

U -X. vlv 1 i L> ,J» y 


25 




NPRT Description 


POLYADENYLATE-BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN i 

X. V,/ XJ X XXLyU L^l X 1 in X XJ XJ X> ll X>/ J> il \J X 1\V X XJ «1- X^l «^ \ X N-/ XJ X \ A. A / XV Xil L-^ -L. LI V/ X X / X XU «^ X ^ i 




(PABP 2) >ai 304109 fL19418) oolv (A) -bindina Drotein 

\ X liU X> f r \A _l_ ^ V/ a ^ V ^ \ XJ Xi i J» w y J- V \ X^X / X X X -X. X X \M K-' X. ' W J- X X 






[Arabidopsis - thaliana] >gi 2911051 emb CAA17561 (AL02196 






no! v f Al -hi ndi na orotein TArabidoosis thalianal 




Seq. No. 


220534 




Seq. ID 


LIB314 9-054-Q1-K1-D12 




Method 


BLASTX 




NCBI GI 


g2501850 




BLAST score 


253 
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E value 3.0e-32 

Match length 84 

% identity 87 

NCBI Description (AF012823) GDP dissociation inhibitor [Nicotiana tabacum] 

Seq. No. 220535 

Seq. ID LIB3149-054-Q1-K1-D2 

Method BLASTX 

NCBI GI g4098129 

BLAST score 537 

E. value 3.0e-55 

Match length ■ 107 

% identity 92 

NCBI Description (U73588) sucrose synthase [Gossypium hirsutum] 

Seq. No. 220536 

Seq. ID LIB3149-054-Q1-K1-D4 

Method BLASTX 

NCBI GI g!362086 

BLAST score 588 

E value 4 . 0e-61 

Match length 122 

% identity 90 



NCBI Description 5-methylt'etrahydropteroyltriglutamate- -homocysteine 

S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5 -methyltetrahydropteroyltriglutamate- -homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_88 6471_emb_CAA58474_ (X83499) methionine -synthase 
[Catharanthus roseus] 



Seq. No. 


220537 


Seq. ID 


LIB314 9-054-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g2739379 


BLAST score 


245 


E value 


6.0e-21 


Match length 


8 6 


•% identity 


53 


NCBI Description 


• (AC002505) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


220538 


Seq. ID 


LIB314 9-054-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g266945 


BLAST score 


145 


E value 


3.0e-21 


Match length 


91 


% identity 


61 


NCBI Description 


60S RIBOSOMAL PROTEIN L9 (GIBBERELLIN-REGULATED PROTEIN 



>gi_100065_pir S19978 ribosomal protein L9 - garden pea 

>gi_20727_emb_CAA46273_ (X65155) GA [Pisum sativum] 
>gi_1279645_emb_CAA65987_ (X97322) ribosomal protein L9 
[Pisum sativum] 



Seq. No. 220539 

Seq. ID LIB3149-054-Q1-K1-D9 



31096 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl36707 

395 

2.0e-38 

103 

72 

CYTOCHROME B6-F COMPLEX IRON-SULFUR SUBUNIT PRECURSOR 

(RIESKE IRON-SULFUR PROTEIN) (RISP) >gi_280397_pir S26199 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
iron-sulfur protein precursor - garden pea 
>gi_20832_emb_CAA45151_ (X63605) chloroplast Rieske FeS 
protein [Pisum sativum] 

220540 

LIB314 9-054-Q1-K1-E11 

BLASTX 

g2500380 

564 

3.0e-58 

104 

99 

60S RIBOSOMAL PROTEIN L44 >gi_2119128_pir JC4923 ribosomal 

protein RL44 - upland cotton >gi_1553129 (U64677) ribosomal 
protein L44 isoform a [Gossypium hirsutum] >gi_1553131 
(U64678) ribosomal protein L44 isoform b [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score- 

E value 

Match length 

% identity 

NCBI Description 



220541 
LIB314 
BLASTX 
g31227 
185 

2.0e-l 

48 

73 

60S RI 
(Z9733 



9-054-Q1-K1-E12 

53 

4 



BOSOMAL PROTEIN L44 >gi_224 4789_emb_CAB10211 . 1_ 
6) ribosomal protein [Arabidopsis thaliana] 



220542 

LIB314 9-054-Q1-K1-E2 

BLASTX 

g4432841 

306 

5.0e-28 

82 

74 

(AC006283) hypothetical protein [Arabidopsis thaliana] 
220543 

LIB314 9-054-Q1-K1-E3 

BLASTX 

gl70354- 

431 

1.0e-42 

87 

21 

(M74156) pentameric polyubiquitin [Nicotiana sylvestris] 



31097 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 



220544 

LIB314 9-054-Q1-K1-E5 

BLASTX 

g3947448 

298 

4 .Oe-27 

127 

44 

(AL033535) cDNA EST yk301fl.5 comes from 
EST yk475f6.3 comes from this gene; cDNA 
comes from this gene; cDNA EST yk475f6.5 
gene; cDNA EST yk4 99g5.5 comes from this 
[Caenorhabdi. . . >gi_3947543_emb_CAA88 952_ 
yk301fl.5 comes from this gene; cDNA EST~ 
from this gene; cDNA EST yk301fl.3 comes 
cDNA EST yk4 75f6.5 comes from this gene; 
comes from this gene [Caenorhabditi 



this gene; cDNA 
EST yk301fl.3 
comes from this 
gene 

(Z4 9127) cDNA EST 
yk475f6.3 comes 
from this gene; 
cDNA EST yk4 99g5.5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220545 

LIB314 9-054-Q1-K1-E8 

BLASTX 

gll73223 

340 

3.0e-37 

87 

94 

40S RIBOSOMAL PROTEIN Sll >gi_454848 (L28831) ribosomal 
.protein Sll [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220546 

LIB314 9-054-Q1-K1-F11 

BLASTX 

gl350956 

527 

7.0e-54 

112 

93 

40S RIBOSOMAL PROTEIN S20 (S22) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220547 

LIB314 9-054-Q1-K1-F6 

BLASTX 

gl399380 

594 

9.0e-62 

134 

82 

(U43683) S-adenosyl-L-methionine : delta2 4 -sterol -C- 
methyltransf erase [Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



220548 

LIB314 9-054-Q1-K1-F7 

BLASTX 

g2780194 

538 

3.0e-55 



31098 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



111 
60 

(AJ003197) adenine nucleotide translocator [Lupinus albus] 
220549 

LIB314 9-054-Q1-K1-G1 

BLASTX 

gl33808 

177 

5.0e-13 

44 

80 

40S RIBOSOMAL PROTEIN S16 >gi_70921_pir R3YL16 ribosomal 

protein S16, cytosolic - large-leaved lupine 
>gi_19512_emb_CAA36068_ (X51766) rpsl6 gene product (AA 
1-145) [Lupinus polyphyllus] 

220550 

LIB3 14 9-054 -QI-Ki-Gll 

BLASTX 

g728868 

142 

6.0e-09 

66 

52 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG (PROTEIN CEX) 

>gi_99824_pir S16748 proline-rich protein - rape 

(fragment) >gi_22597_emb_CAA42924_ (X60376) proline-rich 
protein [Brassica napus] 



Seq. No. 


220551 


Seq. ID 


LIB314 9-054-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3033396 


BLAST score 


241 


E value 


2.0e-20 


Match length 


74 


% identity 


57 


NCBI Description 


(AC004238) unknown protein [Arabidopsis thaliana] 


Seq. No. 


220552 


Seq. ID 


LIB314 9-054-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3687243 


BLAST score 


245 


E value 


4.0e-21 


Match length 


61 


% identity 


79 


NCBI Description 


(AC005169) putative ribosomal protein [Arabidopsis 




thaliana] 


Seq. No. 


220553 


Seq. ID 


LIB314 9-054-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g4126399 


BLAST score 


438 


E value 


1.0e-43 



31099 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



108 
80 

(AB011794) chalcone isomerase [Citrus sinensis] 
220554 

LIB314 9-054-Q1-K1-H3 

BLASTX 

g3687243 

188 

3.0e-14 

57 

68 

(AC005169) putative ribosomal protein [Arabidopsis 
t ha liana] 

220555 

LIB314 9-054-Q1-K1-H4 

BLASTX 

g3510254 

459 

6.0e-46 

109 

83 

(AC005310) putative zinc transporter [Arabidopsis thaliana] 
220556 

LIB314 9-054-Q1-K1-H6 

BLASTX 

g2286153 

563 

3.0e-58 

119 

92 

(AF007581) cytoplasmic maiate dehydrogenase [Zea mays] 
220557 

LIB314 9-054-Q1-K1-H8 

BLASTX''"' 

g95l427 

4 65 

1.0e-46 

121 

72 

(M59857) stearoyl-acyl-carrier protein desaturase [Ricinus 
communis] 

220558 

LIB314 9-055-Q1-K1-A3 

BLASTX 

g3064039 

136 

1.0e-08 

62 

48 

(AF0544 45) major latex protein homolog [Mesembryanthemum 
crystallinum] 



31100 



Seq. No. 


220559 


Seq. ID 


LIB314 9-055-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2583108 


BLAST score 


190 


E value 


1.0e-14 


Match length 


59 


% identity 


56 


NCBI Description 


(AC002387) putative surface protein [Arabidopsis thaliana] 


Seq. No. 


220560 


Seq. ID 


LIB314 9-055-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2914700 


BLAST score 


140 


E value 


1.0e-08 


Match length 


78 


% identity 


47 


NCBI Description 


(AC003974) tRNA-processing protein SEN3-like [Arabidopsis 




thaliana] 


Seq. No. 


220561 


Seq. ID 


LIB314 9-055-Q1-K1-B11 


Method 


BLASTX * 


.NCBI GI 


g2979553 


BLAST score 


174 


E value 


5.0e-13 


Match length 


65 


% identity 


51 


NCBI Description 


(AC003680) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


220562 


Seq. ID 


LIB314 9-055-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3023847 


BLAST score 


315 


E value 


2.0e-29 


Match length 


74 


% identity 


58 


NCBI Description 


GUANINE NUCLEOTI DE-BINDING PROTEIN BETA SUBUNIT-LIKE 




PROTEIN >gi 2385376 emb CAA69934 (Y08678) G protein beta 




subunit-like [Medicago sativa] 


Seq. No. 


220563 


Seq. ID 


LIB314 9-055-Q1-K1-B3 


Method 


BLASTN 


NCBI GI 


g3108024 


BLAST score 


32 


E value 


1.0e-08 


Match length 


43 


% identity 


93 


NCBI Description 


Arabidopsis thaliana chromosome 1 BAC T1F15 sequence, 






Seq. No. 


220564 


Seq. ID 


LIB314 9-055-Q1-K1-B5 


Method 


BLASTX 




31101 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl408471 
170 

4.0e-12 

39 

85 

(U48 938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220565 

LIB314 9-055-Q1-K1-B8 

BLASTX 

gl708313 

161 

4 .Oe-11 

50 

74 

HEAT SHOCK PROTEIN 81-3 (HSP81-3) >gi_999396_bbs_163637 
(S77849) heat-shock Protein=HSP81-3 [Arabidopsis 
thaliana=thale-cress, Peptide, 699 aa] [Arabidopsis 
thaliana] 



Seq. No. 


220566 


Seq/ ID 


LIB314 9-055-Q1-K1-C12 


liC L11UU 


BLASTX 








X \J 1 


E value 


2. Oe-11 




•J *i 


% identity 


94 


NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 


Seq. No. 


220567 


Seq. ID 


LIB314 9-055-Q1-K1-C2 


Method 


BLASTX 


NCBI .GI 


g4056497 


•BLAST score 


296 


E value 


7.0e-27 


Match length 


93 


% identity 


69 


NCBI Description 


(AC005896) putative histone H2B [Arabidops 


Seq. No. 


220568 


Seq. ID 


LIB314 9-055-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3264767 


BLAST score 


142 


E value 


2.0e-16 


Match length 


93 


% identity 


52 


NCBI Description 


(AF071893) AP2 domain containing protein [: 


Seq. No. 


220569 


Seq. ID 


LIB3149-055-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


gl200205 


BLAST score 


543 



31102 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



6.0e-56 

109 

94 

(X95753) DAG [Antirrhinum majus] 
220570 

LIB314 9-055-Q1-K1-C6 

BLASTN 

gl67366 

325 

0.0e+00 

394 

96 

Gossypium hirsutum peroxidase inRNA, complete cds 
220571 

LIB314 9-055-Q1-K1-C8 

BLASTX 

g2558962 

293 

2.0e-26 

60 

98 

(AF025667) histone H2B1 [Gossypium hirsutum] 
220572 

LIB3149-055-Q1-K1-E1 

BLASTX 

gll72995 

235 

1.0e-19 

95 

56 

60S RIBOSOMAL PROTEIN L22 >gi_1083790_pir S52084 ribosomal 

protein L22 - rat >gi_710295_emb_CAA55204_ (X78444) 
ribosomal protein L22 [Rattus norvegicus] 

>gi_109395g^prf 2105193A ribosomal protein L22 [Rattus 

norvegicus] 

220573 

LIB314 9-055-Q1-K1-E10 

BLASTX 

g4263712 

268 

6.0e-24 

71 

66 

(AC006223) putative ribosomal protein S12 [Arabidopsis 
thaliana] 

220574 

LIB314 9-055-Q1-K1-E2 
BLASTX 
'gll72995 
136 

1.0e-08 
48 



31103 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

60S RIBOSOMAL PROTEIN L22 >gi_1083790_pir S52084 ribosomal 

protein L22 - rat >giJ710295_emb_CAA55204_ (X78444) 
ribosomal protein L22 [Rattus norvegicus] 

>gi_1093952_prf 2105193A ribosomal protein L22 [Rattus 

norvegicus] 

220575 

LIB314 9-055-Q1-K1-E4 

BLASTX 

g728867 

191 

1.0e-14 

88 

42 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG PRECURSOR 

>gi_99694_pir S21961 proline-rich protein APG - 

Arabidopsis thaliana >gi_22599_emb_CAA42925_ (X60377) APG 
[Arabidopsis thaliana] 

220576 

LIB314 9-055-Q1-K1-E5 
BLASTX • 
g2239085 
222 

3.0e-18 

92 

50 

(Z84384). anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 



Seq. No. 


220577 


Seq. ID 


LIB314 9-055-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


gl66878 


BLAST score 


196 


E value- 


1.0e-19 


Match length 


94 


% identity 


57 


NCBI Description __ 


(M95796) Stl2p proteii 


Seq. No. 


220578 


Seq. ID 


LIB314 9-055-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


gll73187 


BLAST score 


364 


E value 


5.0e-35 


Match length 


82 


% identity 


90 


NCBI Description 


4 OS RIBOSOMAL PROTEIN 




ribosomal protein S23 




strawberry >gi_643074 




protein sl2 [Fragaria 


Seq. No. 


220579 


Seq. ID 


LIB314 9-055-Q1-K1-F2 


Method 


BLASTX 



garden 



31104 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g4512698 
197 

3.0e-15 

107 

41 

(AC006569) hypothetical protein [Arabidopsis thaliana] 
220580 

LIB314 9-055-Q1-K1-F4 

BLASTX 

g2244734 

267 

2.0e-23 

59 

92 

(D88414) actin [Gossypium hirsutum] 
220581 

LIB3149-055-QI-KI-F5 

BLASTX 

g2369714 

264 

5.0e-23 

72 

74 

(Z97178) elongation factor 2 [Beta vulgaris] 
220582 

LIB3149-055-Q1-K1-G4 

BLASTX 

gll73187 

■370 

1.0e-35 

75 

97 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_136204 l_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3)' - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

220583 

LIB314 9-055-Q1-K1-G6 

BLASTX 

g2244811 

194 

4.0e-17 

113 

56 

(Z97336) unnamed protein product [Arabidopsis thaliana] 
220584 

LIB314 9-055-Q1-K1-G7 

BLASTX 

g3924597 

146 

2.0e-09 
57 



31105 





% identity 


47 




NCBI Description 


(AF069442) putative oxidoreductase [Arabidopsis thaliana] 




Seq. No. 


220585 




Seq. ID 


LIB314 9-055-Q1-K1-H1 




Method 


BLASTN 




NCBI GI 


g559547 




BLAST score 


97 




E value 


3. Oe-47 




Match length 


153 




% identity 


91 




NCBI Description 


Transformation vector pPRVlOOB/ plastid targeting segment 




Seq. No. 


220586 




Seq. ID 


LIB314 9-056-Q1-K1-A9 




Method 


BLASTX 




NCBI GI 


g2494261 




BLAST score 


406 




E value 


1.0e-39 




Match length 


84 




% identity 


93 




NCBI Description 


ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 






>gi 99903 pir S21567" translation elongation factor Tu 






precursor -'soybean chloroplast >gi 18776 emb CAA46864 


: b 




(X66062) EF-Tu [Glycine max] >gi 448921 prf T918220A ~ 


M= 




elongation factor Tu [Glycine max] 


s" s s 


Seq. No. - 


220587 


s 


Seq. ID 


LIB314 9-056-Q1-K1-B10 


p= 


Method 


BLASTX 


i "s 


NCBI GI 


gl710838 




BLAST score 


281 




E value 


1.0e-25 




Match length 


63 


==. 


% identity 


8 6 




NCBI Descriotion 


ADENOSYLHOMOCYSTEINASE (S-ADENOSYL-L-HOMOCYSTEINE 






HYDROLASE) (ADOHCYASE) >gi 535584 (L36119) 




- 


adenosylhomocysteinase [Medicago sativa] 




Seq. No. 


220588 




Seq. ID 


LIB314 9-056-Q1-K1-C11 




Method 


BLASTX 




NCBI GI 


g81811 




BLAST score 


396 




E value 


1.0e-38 




Match length 


98 




% identity 


79 




NCBI Description 


ribosomal protein Sll - soybean (fragment) >gi_170054 






(M31024) ribosomal protein Sll [Glycine max] 




Seq. No. 


220589 




Seq. ID 


LIB314 9-056-Q1-K1-C7 




Method 


BLASTX 




NCBI GI 


g3335341 




BLAST score 


200 




E value 


9.0e-16 




Match length 


71 



31106 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



59 

(AC004512) T8F5.10 [Arabidopsis thaliana] 
.220590 

LIB3149-056-Q1-K1-C9 

BLASTN 

g20419 

35 

2.0e-10 

95 

15 

P.amygdalus mRNA for extensin 
220591 

LIB314 9-056-Q1-K1-E12 

BLASTX 

gll70660 

197 

3 . Oe-15 

56 

73 

MEVALONATE KINASE (MK) >gi_54 1880_pir S42088 mevalonate 

kinase {EC 2.7.1.36) - Arabidopsis thaliana 
>gi_456614_emb_CAA54 820_ (X77793) mevalonate. kinase 
EArabidopsis thaliana] 

220592 

LIB314 9-056-Q1-K1-E4 

BLASTX 

g3287826 

360 

1.0e-34 

79 

87 

( + ) -DELTA-CADINENE SYNTHASE ISOZYME C2 (D-CADINENE 
.SYNTHASE) >gi_287 984 l_emb_CAA76223 . 1_ (Y16432) 
(+) -delta-cadinene synthase [Gossypium arboreum] 

220593 

LIB314 9-056-Q1-K1-E5 

BLASTX 

g3287824 

171 

9.0e-13 

38 

82 

(+) -DELTA-CADINENE SYNTHASE ISOZYME XC1 (D-CADINENE 

SYNTHASE) >gi_2147015_pir S68365 (+) -delta-cadinene 

synthase isozyme XC1 - Gossypium arboreum >gi_1045312 

(U23206) (+) -delta-cadinene synthase isozyme XC1 [Gossypium 
arboreum] 

220594 

LIB314 9-056-Q1-K1-E7 

BLASTX 

g3024516 

341 



31107 



E value 


2.0e-32 


Match length 


70 


% identity 


97 


NCBI Description 


RAS-RELATED PROTEIN RAB11C >gi_2160157 (AC000132) Strong 




similarity to A. thaliana ara-2 <gb ATHARA2) . ESTs 




gb ATTS2483,gb ATTS2484,gb AA042159 come from this gene. 




[Arabidopsis thaliana] >gi_2231303 (U74669) ras-related 




small GTPase [Arabidopsis thaliana] 


Seq. No. 


220595 


Seq. ID 


LIB314 9-056-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


gl076510 


BLAST score 


607 


E value 


9.0e-64 


Match length 


142 


% identity 


85 


NCBI Description 


peptidylprolyl isomerase (EC 5.2.1.8) Cyp - kidney bean 




>gi 829119 emb - CAA5 2 4 1 4 (X74403) cyclophilin [Phaseolus 




vulgaris ] 


Seq. No. 


220596 


Seq. ID 


LIB314 9-056-Q1-K1-F9 


Method 


BLASTX 


NCBI- GI 


g2739366 


BLAST score 


244 


E value 


1 . 0e-20 


Match lenath 


125 


% identity 


42 


NCBI Description 


(AC002505) SF16 like protein [Arabidopsis thaliana] 


Seq. No. 


220597 


Seq. ID 


LIB314 9-056-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3461848 


BLAST score 


137 


E value 


1.0e-08 


Match length 


34 


% identity 


85 


NCBI Description 


(AC005315) putative ATPase [Arabidopsis thaliana] 


Seq. No. 


220598 


Seq. ID 


LIB314 9-056-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3080421 


BLAST score 


272 


E value 


6.0e-24 


Match length 


128 


% identity 


46 


NCBI Description 


(AL022604) putative protein [Arabidopsis thaliana] 


Seq. No. 


220599 


Seq. ID 


LIB314 9-056-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g4567207 


BLAST score 


216 


E value 


8.0e-18 



31108 



Match length 


7 9 


% identity 


57 


NCBI Description 


(AC007168) unknown protein [Arabidopsis thaliana] 


Seq. No. 


220600 


Seq. ID 


LIB314 9-057-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3107931 


BLAST score 


385 


E value 


1.0e-37 


Match length 


88 * 


% identity 


84 


NCBI Description 


(AB013353) UDP-glucose pyrophosphorylase [Pyrus pyrifolia 


Seq. No. 


220601 


Seq. ID 


LIB314 9-057-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g585963 


nt 7> fin ~ 


170 


E value 


4 .Oe-12 


Match length 


49 


% identity 


73 


NCBI Description 


PROTEIN TRANSPORT PROTEIN SEC61 GAMMA SUBUNIT 


Seq. No. 


220602 


Seq. ID 


LIB314 9-057-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3549660 


BLAST score 


380 


E value 


8.0e-37 


Match length 


107 


% identity 


66 


NCBI Description 


(AL031394) carbonate dehydratase - like protein 




[Arabidopsis thaliana] 


Seq. No. 


220603 


Seq. ID 


LIB314 9-057-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


gl841870 


BLAST score 


332 


E value 


3.0e-31 


Match length 


81 


% identity 


79 


NCBI Description 


( U87222 ) elongation factor 1-beta [ Pimpinella brachycarpa 


Seq. No. 


220604 


Seq. ID 


LIB314 9-057-Q1-K1-B10 


Method 


BLASTN 


NCBI GI 


gl518539 


BLAST score 


44 


E value 


1.0e-15 


Match length 


76 


% identity 


89 


NCBI Description 


Glycine max UDP-glucose dehydrogenase mRNA, complete cds 


Seq. No. 


220605 


Seq. ID 


LIB314 9-057-Q1-K1-B11 



31109 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
,E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 



Seq. No. 
Seq. ID 



BLASTX 

gl351017 

232 

2.0e-19 

46 

93 

40S RIBOSOMAL PROTEIN S9 (S4) >gi_629697_pir S45375 

ribosomal protein S4 - common tobacco (fragment) 

>gi_4 43960_emb_CAA784 63_ (Z14085) RIBOSOMAL PROTEIN S4 

[Nicotiana tabacum] 

220606 

LIB314 9-057-Q1-K1-B12 

BLASTX 

gl669597 

359 

2..0e-34 

97 

75 

(D88745) AR192 [Arabidopsis thaliana] 
220607 

LIB314 9-057-Q1-K1-B3 

BLASTX 

g3287832 

601 

1.0e-62 

114 

98 

(+) -DELTA-CADINENE SYNTHASE (D-CADINENE SYNTHASE) 
>gi_1843647 (U88318) (+) -delta-cadinene synthase [Gossypium 
hirsutum] 

220608 

LIB314 9-057-Q1-K1-B7 

BLASTN 

g2687437 

60 

4.0e-25 

60 

100 

Jepsonia parryi large subunit 26S ribosomal RNA gene, 
partial sequence 

220609 

LIB314 9-057-Q1-K1-C1 

BLASTX 

gl703380 

264 

2.0e-23 

85 

66 

ADP-RIBOSYLATION FACTOR >gi_1132483_dbj_BAA04 607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 

220610 

LIB314 9-057-Q1-K1-D1 



31110 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTN 

g2351065 

35 

3-0e-10 

147 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MHF15, complete sequence [Arabidopsis thaliana] 



PI clone: 



220611 

LIB314 9-057-Q1-K1-D8 

BLASTX 

gll73234 

327 

2.0e-30 

72 

89 

40S RIBOSOMAL PROTEIN S25 >gi_481909_pir S40089 ribosomal 

protein S25 - tomato >gi_43567 9_emb_CAA54132_ (X76714) 
ribosomal protein S25 [Lycopersicon esculentum] 

>gi_1584 836_prf 2123431A ribosomal protein S25 

[Lycopersicon esculentum] 

220612 

LIB314 9-057-Q1-K1-D9 

BLASTN 

g4 09.57 4 

38 

4.0e-12 

50 

94 

Atriplex nummularia glyceraldehyde-3-phosphate 
dehydrogenase (GAPDH) mRNA, complete cds . 
>gi_414 606_emb_X75597_ANDAP3DH A. nummularia mRNA for 
. glyceraldehyde-3-phosphate dehydrogenase 

220613 

LIB314 9-057-Q1-K1-E12 

BLASTX 

gll9354 

146 

2.0e-09 

32 

91 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_82082_pir JQ1185 

phosphopyruvate hydratase (EC 4.2.1.11) - tomato 
>gi__19281_emb_CAA41115_ (X58108) enolase [Lycopersicon 
esculentum] 

220614 

LIB3149-057-Q1-K1-F11 
BLASTX 

g3925703 ^ 
371 

8.0e-36 
93 



31111 





% identity 


84 




NCBI Description 


(X95905) 14-3-3 protein 




Seq. No. 


220615 




Seq. ID 


LIB314 9-057-Q1-K1-F3 




Method 


BLASTX 




NCBI GI 


g2795807 




BLAST score 


187 




E value 


4 .0e-14 




Match length 


81 




% identity 


49 




NCBI Description 


(AC003674 ) hypothetical 




Seq. No. 


220616 




Seq. ID 


LIB314 9-057-Q1-K1-F6 




Method 


BLASTX 




NCBI GI 


g2119360 




BLAST score 


455 




E value 


1.0e-45 




Match length 


89 




% identity 


64 


m ■ 


NCBI Description 


calmodulin (clone PCM2) 



(U20291) calmodulin [Solanum tuberosum] >gi_687702 (U20293) 
calmodulin [Solanum tuberosum] 



fft 



n 



Seq. No. 


220617 






Seq. ID 


LIB314 9-057-Q1-K1-F7 






Method 


BLASTX 






NCBI GI 


g2326231 






BLAST score 


620 






E value 


7.0e-65 






Match length 


125 






% identity 


93 






NCBI Description 


(AF012889) tousled-like 


kinase 


4 [Zea mays] 


Seq. No. 


220618 






Seq. ID 


LIB314 9-057-Q1-K1-F8 






Method 


BLASTX 






NCBI GI 


g3158474 






BLAST score 


481 






E value 


1.0e-48 






Match length 


106 






% identity 


89 






NCBI Description 


(AF067184) aquaporin 1 


[Samanea 


saman] 


Seq. No. 


220619 






Seq. ID 


LIB3149-057-Q1-K1-F9 






Method 


BLASTX 






NCBI GI 


g3158474 






BLAST score 


198 






E value 


1.0e-15 






Match length 


72 






% identity 


62 






NCBI Description 


(AF067184) aquaporin 1 


[Samanea 


saman] 


Seq. No. 


220620 






Seq. ID 


LIB314 9-057-Q1-K1-G10 







31112 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3122785 

458 

7.0e-46 

102 

88 

40S RIBOSOMAL PROTEIN S14 >gi_2565340 (AF026079) ribosomal 
protein S14 [Lupinus luteus] 

220621 

LIB3149-057-Q1-K1-G2 

BLASTX 

gl694976 

458 

4.0e-46 

103 

85 

(Y09482) HMG1 [Arabidopsis thaliana] 

>gi_283236l_emb_CAA74402_ (Y14073) HMG protein [Arabidopsis 
thaliana] 



Seq. No. 


220622 


Seq. ID 


LIB314 9-057-O1-K1-G3 


Method 


BLASTX 


NCBI GI 


g3915189 


BLAST score 


193 


E value 


6.0e-15 


Mafph 1 pncrth 

L J CI I— Vl 1 J- V^l 1m L 1 1 


79 


% identitv 


53 


NPRT Dp^rriDtion 

IX U i-/ \^ \^ X. -±. £->r l— -U \_/ 1 L 


UBIOUITIN-CONJUGATING ENZYME 




(UBIQUITIN CARRIER PROTEIN) 


Seq. No. 


220623 


Seq. ID 


LIB314 9-057-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g225267 


BLAST score 


247 


E value 


3.0e-21 


Match length 


108 


% identity 


52 


NCBI Description 


ORF 1244 [Nicotiana tabacum] 


Seq. No. 


220624 


Seq. ID 


LIB314 9-057-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3201613 


BLAST score 


457 


E value 


9.0e-46 


Match length 


121 


% identity 


70 


NCBI Description 


(AC004 669) glutathione S-trai 


Seq. No. 


220625 


Seq. ID 


LIB314 9-057-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3549691 


BLAST score 


504 



.31113 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-51 

102 

81 

(AJ010501) thaumatin-like protein PR-5b [Cicer arietinum] 



220626 

LIB3149-057- 

BLASTX 

g2160694 

282 

3.0e-25 

94 

55 

(U7.3528) B 1 
thaliana] 



■Q1-K1-H7 



regulatory subunit of PP2A [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220627 

LIB314 9-059-Q1-K1-A12 

BLASTX 

g3334320 

634 

2.0e-66 
123 . 
98 

40S RIBOSOMAL PROTEIN SA 4P40) >gi_2444420 (AF020553) 
ribosome-ass'bciated protein p40 [Glycine max] 

220628 

LIB314 9-059-Q1-K1-A2 

BLASTX 

g3914535 

389 

1.0e-37 

93 

86 

60S RIBOSOMAL PROTEIN L13A >gi_2791948_emb_CAA11283_ 
(AJ2-23363) ribosomal protein L13a [Lupinus luteus] 

220629 

LIB3149-059-Q1-K1-A3 

BLASTX 

g3747050 

434 

4.0e-43 

100 

85 

(AF093540) ribosomal protein L26 [Zea mays] 
220630 

LIB314 9-059-Q1-K1-B11 

BLASTX 

g2493046 

374 

5.0e-36 

109 

69 

ATP SYNTHASE DELTA* CHAIN, MITOCHONDRIAL PRECURSOR 



"31114 



>gi_82297_pir A41740 H+-transporting ATP synthase (EC 

3.6.1.34) delta 1 chain precursor - sweet potato 
>gi_217938_dbj_BAA01511_ (D10660) mitochondrial Fl-ATPas 
delta subunit [Ipomoea batatas] 



Seq. No. 


220631 


Seq. ID 


LIB314 9-059-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3269289 


BLAST score 


368 


E value 


2.0e-35 


Match length 


113 


% identity 


67 


NCBI Description 


(AL030978) putative protein [Arabidopsis thaliana] 


Seq. No. 


220632 


Seq. ID 


LIB314 9-059-Q1-K1-B4 


Method 


BLASTX 


NCB I G I 


(7 1 17 *"» ~> "1 

y j i J off 


BLAST score 


209 


E value 


8.0e-17 


Match length 


45 


% identitv 


93 


NCBI Description 


(X79715) histone H4 [Loliuin teitiulentum] 


Seq. No. 


220633 


Seq. ID 


LIB314 9-059-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g4193382 


BLAST score 


209 


E value 


1 . Oe-16 


Match length 


39 


% identity 


100 


NCBI Description 


(AF083336) ribosomal protein S27 [Arabidopsis thaliana] 




>gi_4193384 (AF083337) ribosomal protein S27 [Arabidops 




thaliana] 


Seq. No. 


220634 


Seq. ID 


LIB314 9-059-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2648032 


BLAST score 


391 


E value 


5.0e-38 


Match length 


119 


% identity 


65 


NCBI Description 


(AJ001374) alpha-glucosidase [Solanum tuberosum] 


Seq. No. 


220635 


Seq. ID 


LIB314 9-059-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4056462 


BLAST score 


532 


E value 


1.0e-54 


Match length 


121 


% identity 


79 



NCBI Description (AC005990) Strong similarity to gb_Y0987 6 aldehyde 

dehydrogenase (NAD+) from Nicotiana tabacum and a member 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



the aldehyde dehydrogenase family PF_00171. ESTs 
gb_F15117 / gb_R83958 and gb_58 6262 come from this gene 
[Arabidopsis thaliana] 



220636 

LIB3149-059-Q1-K1-C1 

BLASTX 

g3212879 

424 

7.0e-42 

103 

79 

(AC004005) putative ribosomal 
thaliana] 



protein L7 [Arabidopsis 



220637 

LIB314 9-059-Q1-K1-C11 

BLASTX 

g2 132388 

166 

1.0e-ll 

112 

37 

PH085 protein - yeast (Saccharomyces cerevisiae) 
>gi_1163103 (U43503) Lphl6p [Saccharomyces cerevisiae] 

220638 

LIB3149-059-Q1-K1-C3 

BLASTX 

g4455235 

225 

2.0e-18 

68 

65 

(AL035523) PROTEIN TRANSPORT PROTEIN SEC61 GAMMA 
SUBUNIT-like [Arabidopsis thaliana] 

220639 

LIB314 9-059-Q1-K1-D10 

BLASTN 

gl8506 

161 

1.0e-85 

215 

94 

Cotton mRNA for malate synthase (EC 4.1.3.2) 
220640 

LIB314 9-059-Q1-K1-D12 

BLASTX 

g913227 

218 

l.Qe-17 

77 ; ' ■ 

56 

transcription factor X1DP-1 [Xenopus laevis, embryos, 
Peptide, 409 aa] 



31116 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220641 

LIB314 9-059-Q1-K1-D2 

BLASTX 

g3892055 

212 

5.0e-17 

90 

52 

(AC002330) putative transport protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

% identity 

NCBI Description 



220642 

LIB314 9-059-Q1-K1-D9 

BLASTX 

g2492514 

547 

3.0e-56 

125 
86 

CELL DIVISION PROTEIN FTSH HOMOLOG PRECURSOR 
>gi_14 83215_emb_CAA68141_ (X99808) chloroplast FtsH 
protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220643 

LIB3149-059-Q1-K1-E1 

BLASTX 

g4510428 

264 

5.0e-23 

133 

47 

(AC006929) 
thaliana] 



putative argonaute protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220644 

LIB314 9-059-Q1-K1-E12 

BLASTX 

g2347054 

218 

8.0e-18 

82 

52 

(X96791) arginine decarboxylase [Vitis vinifera] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220645 

LIB314 9-059-Q1-K1-E3 

BLASTX 

gl350720 

390 

6.0e-38 

99 

74 

60S RIBOSOMAL PROTEIN L32 



Seq. No. 
Seq. ID 



220646 

LIB314 9-059-Q1-K1-E4 



31117 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl346675 

560 

7.0e-58 

118 

92 

NUCLEOSIDE 
>gi_499112 
bidentis] 



DIPHOSPHATE KINASE B (NDK B) (NDP KINASE B) 
(U10283) nucleoside diphosphate kinase [Flaveria 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCB I De s c r ip t i on 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID" 
Method 
NCBI GI 
BLAST score 



220647 

LIB314 9-059-Q1-K1-E5 

BLASTX 

g3901014 

234 

8.0e-20 

55 

76 

(AJ130886) 
sylvatica] 



metallothionein-like protein class II [Fagus 



220648 

LIB314 9-059-Q1-K1-E8 

BLASTX 

g3461822 

285 

2.0e-25 

72 

68 

(AC004138) hypothetical protein [Arabidopsis thaliana] 



220649 

LIB314 9-059-Q1-K1-F10 

BLASTN 

g2618602 

37 

2.0e-ll 

77 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 



PI clone: 



220650 

LIB3149-059-Q1-K1-F11 

BLASTX 

g3650030 

240 

3.0e-20 

79 

56 

(AC005396) unknown protein [Arabidopsis thaliana] 
220651 

LIB314 9-059-Q1-K1-F12 

BLASTX ' 

g495731 

513 



31118 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value" 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

'% identity . 

NCBI Description 



2.0e-52 

104 

90 

(L16790) small ras-related protein [Arabidopsis thaliana] 
220652 

LIB314 9-059-Q1-K1-F5 

BLASTX 

g4263720 

195 

4.0e-15 

86 

47 

(AC006223) putative cysteine proteinase inhibitor 
[Arabidopsis thaliana] 

220653 

LIB314 9-059-Q1-K1-F6 

BLASTX 

g3914394 

604 

6.0e-63 
128 
8 9 

2, 3 -B I SPHOSPHOGLYCERATE- INDEPENDENT ' PHOSPHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG-INDEPENDENT PGAM) (PGAM-I) 

>gi_2118335_pir S60473 phosphoglycerate mutase (EC 

5.4.2.1) - common ice plant >gi_602426 (U16021) 
phosphoglyceromutase [Mesembryanthemum crystallinum] 

220654 

LIB314 9-059-Q1-K1-F7 

BLASTX 

g974782 

632 

3.0e-66 

126 

95 

(Z49150) cobalamine-ihdependent methionine synthase 
[Solenostemon scutellarioides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220655 

LIB314 9-059-Q1-K1-F9 

BLASTX 

g2500518 

307 

5.0e-49 

107 

96 

EUKARYOTIC INITIATION FACTOR 4A-11 (EIF-4A-11) 
>gi_485987_emb_CAA55737_ (X79136) NeIF-4All [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



220656 

LIB314 9-059-Q1-K1-G1 

BLASTX 

g3024426 



31119 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ffi 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



476 

3.0e-52 

117 

92 

PYRUVATE, PHOSPHATE DIKINASE PRECURSOR 

( PYRUVATE, ORTHOPHOSPHATE DIKINASE) >gi_1084 302_pir S55478 

pyruvate, orthophosphate dikinase (EC 2.7.9.1) - common ice 

plant >gi_854265_emb_CAA57872_ (X82489) 

pyruvate, orthophosphate dikinase [Mesembryanthemum 

crystallinum] 

220657 

LIB314 9-059-Q1-K1-G10 

BLASTX 

g2746719 

242 

1.0e-20 

59 

88 

(AF038386) histone H2B [Capsicum annuum] 
220658 

LIB3149-059-Q1-K1-G11 

BLASTX 

g3334200 

624 

3.0e-65 

140 

84 

GLYCINE DEHYDROGENASE ( DECARBOXYLATING) PRECURSOR (GLYCINE 
DECARBOXYLASE) (GLYCINE CLEAVAGE SYSTEM P-PROTEIN) 
>gi_2894362_emb_CAB16918_ (Z99770) P-Protein precursor 
[Solanum tuberosum] 

220659 

LIB314 9-059-Q1-K1-G2 

BLASTX 

gl362093 

2'71 

6.0e-24 
94 * 
62 

hypothetical protein (clone TPP15) - tomato (fragment) 
>gi_924 632 (U20595) unknown [Solanum lycopersicum] 

220660 

LIB314 9-059-Q1-K1-G6 

BLASTX 

g4103152 

180 

3.0e-13 

75 

49 

(AF020716) histidyl-tRNA synthetase [Triticum aestivum] 
220661 

LIB314 9-059-Q1-K1-G8 



31120 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl33867 

544 

5.0e-56 

110 

92 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 

220662 

LIB314 9-059-Q1-K1-G9 

BLASTX 

g2497752 

276 

2.0e-24 

94 

56 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1321911_emb_CAA65475_ (X96714) lipid transfer protein 
[Prunus dulcis] 

220663 - 

LIB314 9-059-Q1-K1-H1 

BLASTX 

g2435518 

255 

2 . Oe-22 
62 • 
84 

(AF024504) contains similarity to C3HC4-type zinc fingers 
[Arabidopsis thaliana] 



Seq. No. 


220664 


Seq. ID 


LIB314 9-059-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g2827992 ' 


BLAST score 


268 


E value 


1.0e-23 


Match length 


102 


% identity 


53 


NCBI Description 


(AF034743) UDP-glucuronosyltransf erase [Pisum sativum] 


Seq. No. 


220665 


Seq. ID 


LIB314 9-059-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g4263771 


BLAST score 


330 


E value 


9.0e-31 


Match length 


119 


% identity 


55 


NCBI Description 


(AC006218) putative nonspecific lipid-transf er protein 




precursor [Arabidopsis thaliana] 


Seq. No. 


220666 


Seq. ID 


LIB314 9-059-Q1-K1-H9 


Method- 


BLASTX 



31121 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2982331 
477 

3.0e-48 

103 

92 

(AF051251) TAT-binding protein homolog [Picea mariana] 
220667 

LIB314 9-060-Q1-K1-A2 

BLASTX 

g2623300 

241 

2.0e-20 

60 

80 ' 

(AC002409) putative protein phosphatase 2C [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220668 

LIB314 9-060-Q1-K1-A4 

BLASTX 

g3915665 

378 

2.0e-36 

137 

51 -r.-. 

ELONGATION FACTOR G (EF-G) >gi_2688449 (AE001155) 
translation elongation factor G (fus-1) [Borrelia 
burgdorferi] 



Se*q. No. 


220669 


Seq. ID 


LIB314 9-060-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g2832682 


BLAST score 


210. 


E value 


1.0e-16 


Match length 


119 


% identity 


4 6 


NCBI Description 


(AL021712) hypothetica 


Seq. No. 


220670 


Seq. ID 


LIB314 9-060-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g4103963 


BLAST score 


141 


E value 


1.0e-08 


Match length • 


31 


% identity 


90 


NCBI Description 


(AF030035) calmodulin 


Seq. No. 


220671 


Seq. ID 


LIB314 9-060-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g'3687239 ' 


BLAST score 


619 


E value 


1.0e-64 


Match length 


122 



31122 



% identity 


96 


NCBI Description 


(AC005169) putative clathrin coat assembly protein 




[Arabidopsis thaliana] 


Seq. No. 


220672 


Seq. ID 


LIB314 9-060-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2495365 


BLAST score 


348 


E value 


5.0e-33 


Match length 


86 


% identity 


79 


NCBI Description 


HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi_4 4 5127j?rf 1908431B 




heat shock protein HSP81-2 [Arabidopsis thaliana] 


Seq. No. 


220673 


Seq. ID 


LIB314 9-060-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g2961300 


BLAST score 


546 


E value 


4 . Oe-56 


Match length 


125 


% identity 


85 


NCBI Description 


(AJ225027) ribosomal protein L24 [Cicer arietinum] 


Seq. No. 


220674 


Seq. ID 


LIB314 9-060-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g548852 


BLAST score 


361 


E value 


2.0e-34 


Match length 


82 


% identity 


80 


NCBI Description 


40S RIBOSOMAL PROTEIN S21 >gi 481227 pir S38357 ribosomal 




protein S21 - rice >gi_303839_dbj_BAA02158_ (D12.633) 40S 




subunit ribosomal protein [Oryza sativa] 


Seq. No. 


220675 


Seq. ID 


LIB314 9-060-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


255 


E value 


5.0e-22 


Match length 


49 


% identity 


100 


NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 


Seq. No. 


220676 


Seq. ID 


LIB314 9-060-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2499931 


BLAST score 


263 


E value 


6.0e-23 


Match length 


63 


% identity 


81 


NCBI Description 


ADENINE PHOSPHORIBOSYLTRANSFERASE 2 (APRT) 




>gi_2129534_pir S71272 adenine phosphoribosyltransfera.se 



31123 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 

T~) T 7\ o m — 

E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(EC 2.4.2.7) - Arabidopsis thaliana 
>gi_1321681_emb_CAA65609_ (X96866) adenine' 
phosphoribosyl transferase [Arabidopsis thaliana] 

220677 

LIB314 9-060-Q1-K1-C9 

BLASTX 

g4006886 

367 

4.0e-35 

119 

61 

(Z99708) putative protein [Arabidopsis thaliana] 
220678 

LIB314 9-060-Q1-K1-D1 

BLASTX 

g3063396 

423 

7.0e-42 

93 

85 

(AB012947) ■vcCyP [Vicia faba] 
220679 

LIB314 9-060-Q1-K1-D11 

BLASTX 

g2979553 

297 

6.0e-27 

130 

45 

(AC003680) hypothetical protein [Arabidopsis thaliana] 
220680 

LIB314 9-060-Q1-K1-D2 

BLASTX 

g2495365 

414 

1.0e-40 

118 

75 

HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi_445127_prf 1908431B 

heat shock protein HSP81-2 [Arabidopsis thaliana] 

220681 

LIB314 9-060-Q1-K1-D3 

BLASTX 

gl710587 

317 

1.0e-33 

122 

66 

60S ACIDIC. RIBOSOMAL PROTEIN P0 >gi_1196897 (L16848) acidic 
ribosomal protein P0 [Glycine max] 



Seq. No. 



220682 



31124 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI*'" 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB314 
BLASTX 
gll731 
434 

4 .Oe-4 

91 
92 

40S RI 
protei 
(22550 



9-060-Q1-K1-D4 

98 

3 



BOSOMAL PROTEIN S13 >gi_480095_pir S36423 ribosomal 

n S13.e - garden pea >gi_396639_emb_CAA80974_ 
9) ribosomal protein S13 [Pisum sativum] 



220683 

LIB314 9-060-Q1-K1-D5 

BLASTX 

gl710587 

237 

5.0e-20 

83 

59 

60S ACIDIC RIBOSOMAL 
ribosomal protein P0 



PROTEIN P0 >gi_ 
[Glycine max] 



1196897 (L46848) acidic 



220684 

LIB314 9-060-Q1-K1-D7 

BLASTX 

g70753 

482 

1.0e-48 

117 

84 

histone H3 - garden pea >gi_82610_pir 
wheat 

220685 . 

LIB314 9-060-Q1-K1-D8 

BLASTX 

g3377941 

150 

1.0e-09 

88 
42 

(AL021960) 
thaliana] 



S00373 histone H3 



putative protein (fragment) [Arabidopsis 



220686 

LIB314 9-060-Q1-K1-E12 

BLASTX 

g461729 

394 

3.0e-38 

94 

74 

10. KD CHAPERON IN (PROTEIN CPN10) (PROTEIN GROES) 

>gi_2146744_pir S65597 probable chaperonin, ljO.K - 

Arabidopsis thaliana >gi_166662 (L0284 3) 10 kDa chaperonin 
[Arabidopsis thaliana] 



31125 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220687 

LIB314 9-060-Q1-K1-E3 

BLASTX 

g82200 

375 

4.0e-36 

137 

55 

hypothetical protein 1244 



common tobacco chloroplast 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



220688 

LIB314 9-060-Q1-K1-E5 

BLASTX 

g2459412 

235 

9.0e-20 

91 

49 

(AC002332) putative G9a protein [Arabidopsis thaliana] 
220689 

LIB314 9-060-Q1-K1-F10 

BLASTX 

g2605932 

519 

6.0e-53 

133 

76 

(AF029898) aspartate aminotransferase [Lotus corniculatus] 
220690 

LIB314 9-060-Q1-K1-F11 

BLASTX 

g3047084 

564 

3.0e-58 

.128 a- 
82 

(AF058914) similar to aminoacyl-tRNA synthetases 
{Arabidopsis thaliana] 

220691 

LIB314 9-060-Q1-K1-F12 

BLASTX 

g2833390 

624 

3.0e^65 

129 

88 

GLYCOGEN (STARCH) SYNTHASE PRECURSOR (GBSSII) 
(GRANULE-BOUND STARCH SYNTHASE II) >gi_88764 9_emb_CAA6124 1_ 
(X87988) glycogen (starch) synthase [Solanum tuberosum] 

220692 

LIB314 9-060-Q1-K1-F2 

BLASTX 

gl336084 



31126 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% -identity 

NCBI ■ Description' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



510 

5.0e-52 

116 

79 

(U56635) Arabidopsis thaliana glutamate dehydrogenase 2 
(GDH2) mRNA, complete cds . [Arabidopsis thaliana] 

220693 

LIB314 9-060-Q1-K1-F5 

BLASTX 

g2982432 

335 

2.0e-31 

76 

80 

(AL022224) putative protein [Arabidopsis thaliana] 
220694 

LIB3I4 9-060-Q1-K1-GII 

BLASTX 

g549732 

189 

3.0e-14 

78 

47 

HYPOTHETICAL 16.2 KD PROTEIN IN PIR3-APE2 INTERGENIC REGION 

>gi_481110._pir S37791 hypothetical protein YKL160w - yeast 

( Saccharomyces cerevisiae ) >gi_4 07 4 8 8_emb_CAA8 1 4 94_ 
(Z26877) unknown [Saccharomyces cerevisiae] 
>gi_486279_emb_CAA82002_ (Z28160) ORF YKL160w 

[Saccharomyces cerevisiae] >gi_1582545_prf 2118404F ORF 

[Saccharomyces cerevisiae] 

220695 

LIB3149-060-Q1-K1-G5 

BLASTX 

gl351271 

178 i '* :. 

5.0e-13 

43 

84 

TRIOSEPHOSPHATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 

>gi_1084309_pir S52032 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - spinach >gi_806312 

(L36387) triosephosphate isomerase, chloroplast isozyme 

[Spinacia oleracea] 

220696 

LIB3149-060-Q1-K1-G8 

BLASTX 

gl694976 

221 

3.0e-24 

92 

62 

(Y09482) HMG1 [Arabidopsis thaliana] 

>gi 2832361_emb_CAA74402_ (Y14073) HMG protein [Arabidopsis 



31127 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI' Description 

Seq. No. 

Seq. ID 

Method-. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220697 

LIB314 9-060-Q1-K1-G9 

BLASTX 

g322639 

229 

5.0e-19 

68 

56 

beta-1, 3-glucanase homolog (clone A20) - rape (fragment) 
>gi_17734_emb_CAA4 9515_ (X69889) beta-1, 3-glucanase 
homologue [Brassica napus] 

220698 

LIB314 9-060-Q1-K1-H12 

BLASTX 

g3116020 

165 

1.0e-ll 

46 

76 

(Y15383) FtsZ protein [Pisum sativum] 
220699 

LIB314 9-060-Q1-K1-H4 

BLASTX 

g3287696 

512 

4.0e-52 

131 

71 

(AC003979) Strong similarity to phosphoribosylanthranilate 
transferase gb_D8 6180 from Pisum sativum. This ORF may be 
part of a larger gene that lies in the overlapping region. 
[Arabidopsis thaliana] 

220700 

LIB314 9-060-Q1-K1-H8 

BLASTX - 

gl076524 

269 

9.0e-24 

78 

59 

chloroplast outer envelope protein OEP86 precursor - garden 
pea >gi_599958_emb_CAA83453_ (Z31581) chloroplast outer 
envelope protein 86 [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



220701 

LIB314 9-061-Q1-K1-A1 

BLASTX 

g312179 

306 

4 .Oe-28 

61 

93 



31128 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U4 5858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 

220702 

LIB314 9-061-Q1-K1-A3 

BLASTX 

gl20669 

453 

3.0e-45 

87 

97 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score • 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%' identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



220703 

LIB314 9-061-Q1-K1-A5 

BLASTX 

g3367647 

536" 

6.0e-55 

131 

78 

(Y17298) enolase [Cunninghamella elegans] 
220704 

LIB314 9-061-Q1-K1-B3 

BLASTX 

g2462834 

234 

1.0e-19 
87 

53 * 

(AF000657) hypothetical protein [Arabidopsis thaliana] 



220705 

LIB314 9-061-Q1-K1-B5 

BLASTX 

g2499476 

178 

5.0e-13 

102 

43 

2-CYS PEROXIREDOXIN BAS1 PRECURSOR 
>gi_14 98198_emb_CAA63909_ (X94218) 
[Arabidopsis thaliana] >gi_1783308_ 



2-Cys peroxiredoxin basl 
emb CAA71503 (Y10478) 



2-Cys peroxiredoxin [Arabidopsis thaliana] 
220706 

LIB314 9-061-Q1-K1-B7 

BLASTX 

g3493172 



31129 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 
t % identity 
'NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



685 

2.0e-72 

133 

50 

(U89609) fiber annexin [Gossypium hirsutum] 
220707 

LIB314 9-061-Q1-K1-B9 

BLASTX 

g4204294 

330 

8.0e-31 

105 
67 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

220708 

LIB3149-061-Q1-K1-C3 

BLASTX 

g3850821 

258 

1.0e-22 

103 

50 

(Y18350) U2 snRNP auxiliary factor, large subunit 
[Nicotiana plumbaginif olia] 

220709 

LIB314 9-061-Q1-K1-C7 

BLASTX 

gl754997 

146 

3.0e-09 

31 

94 

(U48690) calmodulin TaCaM2-l [Triticum aestivum] 
220710 

LIB314 9-061-Q1-K1-E11 

BLASTX 

gll72556 

275 

2.0e-24 

60 

87 

36 KD OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 
(VOLTAGE-DEPENDENT ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 

(POM 36) >gi_629729_pir S46925 porin II, 36K - potato 

>gi_1076681_pir B55364 porin (clone pPOM 36.2) - potato 

mitochondrion >gi_515360_emb_CAA56600_ (X80387) 36kDA porin 
II [Solanum tuberosum] 

220711 

LIB314 9-061-Q1-K1-F11 

BLASTX 

g44.§4032 
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BLAST score 


282 


E value 


2 . Oe-25 


Match lenoth 


81 


% identity 


69 


NCBI DescriDtion 


(AL035394) outative orote 


Seq. No. 


220712 


Seq. ID 


LIB314 9-061-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl477428 


BLAST score 


631 


F. valup 


4 . Oe-66 


llCLt'Oll ICll^ 111 


135 


9t i He*nt i t v 


88 




(X99623) aloha-tubulin 1 


Seq. No. 


220713 


Seq. ID 


LIB314 9-062-Q1-K1-A10 


Mf=»t hr*H 


BLASTX 


NCBI GI 


a3122053 


BLAST score 


117 


E value 


3-0e-10 


Match length 


71 


% 1 HPTlt 1 t V 
o J- uv 1 1 1> -i- y 


58 


NPRT np^rTi ni" i on 

L\ \_y J—J _1_ O \— X. J- l_ -L. \_/ 1 1 


ELONGATION FACTOR 1 -ALPHA 




>ai 1235582 emb CAA65391 




1 -a 1 nha f Pi sum cat i vnm 1 


Seq. No. 


220714 


Seq. ID 


LIB314 9-0 62-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl350983 


BLAST score 


381 


E value 


3 . 0e-54 


M^tph 1 pnnth 


132 


% i Hpnt" i t v 


81 


NCBI Dpscriotion - 


4 OS RIBOSOMAL PROTEIN S3A 


Seq. No. 


220715 


Sea ID 


LIB314 9-062-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g2088652 


BLAST score 


442 


E value 


2.0e-44 


Match length 


115 


% identity 


77 


NCBI Description 


(AF002109) 26S proteasome 



[Hordeum vulgare] 



(EF-1-ALPHA) 

(X96555 ) elongation factor 



[Arabidopsis thaliana] >gi_2351376 (U54561) translation 
initiation factor eIF2 p47 subunit homolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



220716 

LIB314 9-062-Q1-K1-A6 

BLASTX 

g4539335 

373 

2.0e-47 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description-: 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq; ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37) 5 - Arabidopsis thaliana 
(D10909) serine/threonine protein 



136 
62 

(AL035539) putative protein [Arabidopsis thaliana] 
220717 

LIB314 9-062-Q1-K1-A7 
BLASTX 
g421843 
317 

7.0e-36 
125 
60 

protein kinase (EC 2.7.1. 
>gi_2178 61_dbj_BAA01715_ 
kinase [Arabidopsis thaliana] 

220718 

LIB314 9-062-Q1-K1-A9 

BLASTX 

g2662343 

508 

7.0e-67 
133 

98 . - • 

(D63581) EF-1 alpha [Oryza sativa] 

220719 

LIB314 9-062-Q1-K1-B11 

BLASTX 

g3785989 

229 

7.0e-37 

132 

67 

(AC005560) unknown protein [Arabidopsis thaliana] 
220720 

LIB314 9-062-Q1-K1-C5 
BLASTX 

g3334405 ; 
437 

2.0e-50 

118 

95 

VACUOLAR ATP SYNTHASE SUBUNIT E (V-ATPASE E SUBUNIT) 
>gi_2267583 (AF009338) vacuolar H+-ATPase subunit E 
[Gossypium hirsutum] 

220721 

LIB314 9-062-Q1-K1-C9 

BLASTX 

g4454464 

273 

3.0e-24 

64 

73 

(AC006234) unknown protein [Arabidopsis thaliana] 
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Seq. No. 220722 

Seq. ID LIB3149-062-Q1-K1-D10 

Method BLASTX 

NCBI GI g3738285 

BLAST score 192 

E value 3.0e-15 

Match length 99 

% identity 43 

NCBI Description (AC005309) unknown protein [Arabidopsis thaliana] 

Seq. No. 220723 

Seq. ID LIB3149-062-Q1-K1-D12 

Method BLASTX 

NCBI GI g2369714 

BLAST score 4 97 

E value 2.0e-50 

Match length 136 

% identity 72 

NCBI Description (Z97178) elongation factor 2 [Beta vulgaris] 

Seq. No. 220724 

Seq. ID LIB3149-062-Q1-K1-D4 
Method - BLASTX 

NCBI GI gl00226 

BLAST score 129 

E value 9.0e-12 

Match length 84 

% identity 48 



NCBI Description hypothetical protein - tomato >gi_19275_emb_CAA78112_ 

(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619_prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 

Seq. No. 220725 
Seq. ID LIB3149-062-Q1-K1-D9 
Method BLASTX 
.: NCBI GI v g585876 

BLAST score 123 
E value 2.0e-14 
Match length 67 
% identity 67 

NCBI Description 60S RIBOSOMAL PROTEIN L23A (L25) >gi_1084424_pir S48026 

ribosomal protein L25 - common tobacco >gi_310935 (L18908) 
60S ribosomal protein L25 [Nicotiana tabacum] 

220726 

LIB314 9-062-Q1-K1-E11 
BLASTX 
g886116 
197 

5.0e-25 
69 
77 

(0*27609) TCH4 protein [Arabidopsis thaliana] >gi_2952473 
(AF051338) xyloglucan endotransglycosylase related protein 
[Arabidopsis thaliana] 

31133 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220727 

LIB3149-062-Q1-K1-E6 

BLASTX 

g3075398 

163 

1.0e-22 

137 

41 

(AC004484) unknown protein [Arabidopsis thaliana] 
220728 

LIB314 9-062-Q1-K1-F12 

BLASTX 

gll3029 

502 

2.0e-71 

137 
99 

ISOCITRATE LYASE (ISOCITRASE) (ISOCITRATASE) (ICL) 
>gi_68209_pir WZCNIU isocitrate lyase (EC 4.1.3.1) 



upland cotton >gi_18486_emb_CAA36381_ 
lyase (AA 1-576) JGossypium hirsutum] 



(X52136) isocitrate 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



220729 

LIB314 9-062-Q1-K1-F2 

BLASTX 

g2661840 

295 

1.0e-26 

118 

55 

(Y15430) adenosine kinase [Physcomitrella patens] 
220730 

LIB314 9-062-Q1-K1-F5 

BLASTX 

g3892058 

194 

8.0e-15 

98 

43 

(AC002330) putative glutamate-/aspartate-binding peptide 
[Arabidopsis thaliana] 

220731 

LIB314 9-062-Q1-K1-G2 

BLASTX 

gl498053 

323 

3.0e-46 

133 

75 

(U64436) ribosomal protein S8 IZea mays] 
220732 

LIB314 9-062-Q1-K1-G5 
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Method 


BLASTX — - 


NCBI GI 


g2827992 


BLAST score 


330 


R value 


2 . Oe-44 


Match lenath 


137 


% identity 


60 


NCBI Description 


(AF034743) UDP - glucuronosyltransf erase [Pisum, sativum] 


Seq. No. 


220733 


Seq. ID 


LIB314 9-062-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g2213862 


BLAST score 


207 


E value 


6. Oe-20 


Match lencrth 


126 


% identitv 


45 


NPRT Dpsrriot ion 


(AF003086) PfSNF2L [Plasmodium f alcinaruml 


Seq. No. 


220734 


Seq. ID 


LIB314 9-062-O1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2664214 


BLAST score 


218 


E value 


1.0e-17 


Match 1 pnnth - 


91 


St i Hpnt" i fv 


53 


NPRT Dp^rri nt "i on 

Lri \*r X—J -L X-/ O J- -L. k-/ l«» -1_ \./ X 1 


(AJ222646) G2484-1 TArabidoDsis thalianal 


Seq. No. 


220735 


Seq. ID 


LIB314 9-062-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g4204303 


BLAST score 


292 


E valup 

i_i v u JL» N»i» 


3 0e-45 


Match lencrfh 


128 


9t "i Hpnf- i f V 


68 


NCBI DescriDtion 


(AC003027) lcl nrt sea No definition line found 




r Arah i dot!)^ i 9 thalianal 

J liL d- Xw/ L/ u ^ W ^* X lU .X. Q 1 X J 


Seq. No. 


220736 


Seq. ID 


LIB314 9-062-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g2980767 


BLAST score 


305 


E value 


7 . Oe-28 


Match 1 encrth 

L 1Q V^X 1 -1- X X^4 Ull 


11 1 


% identity 


63 


NCBI Description 


fAL022198) outative Drotein TArabidoosis thalianal 


Seq. No. 


220737 


Seq. ID 


LIB314 9-062-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


gll74448 


BLAST score 


260 


E value 


6.0e-24 


Match length 


98 


% identity 


62 
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NCBI Description TRANSLOCON-ASSOCIATED PROTEIN, ALPHA SUBUNIT PRECURSOR 

(TRAP-ALPHA) (SIGNAL SEQUENCE RECEPTOR ALPHA SUBUNIT) 
(SSR- ALPHA) >gi_547391 (L32016) alpha-subunit ; putative 
[Arabidopsis thaliana] 



Seq. No. 


220738 


Seq. ID 


LIB314 9-062-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g294060 


BLAST score 


169 


E value 


7.0e-12 


Match length 


96 


% identity 


40 


NCBI Description 


(L06467) major latex protein [Papaver sortinif erum] 


Seq. No. 


220739 


Seq. ID 


LIB314 9-062-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g886116 


BLAST score 


340 


E value 


2.0e-50 


Match length 


138 


% identity 


68 


NCBI Description 


(U27 609) TCH4 protein [Arabidopsis thaliana] >gi_2952473 




(AF051338) xyloglucan endotransglycosylase related protein 




[Arabidopsis thaliana] 


Seq. No. 


220740 


Seq. ID 


LIB314 9-063-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3183640 


BLAST score 


329 


E value 


4 .Oe-31 


Match length 


66 


% identity 


94 


NCBI Description 


(AJ005869) transmembrane channel protein [Cicer arietinum] 


Seq.. No. 


220741 


Seq'. ID 


LIB314 9-063-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3402703 


BLAST score 


150 


E value 


1.0e-09 


Match length 


92 


% identity 


35 


NCBI Description 


(AC004261) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


220742 


Seq. ID 


LIB314 9-063-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3183640 


BLAST score 


295 


E value 


1.0e-26 


Match length 


68 


% identity 


82 


NCBI Description 


(AJ005869) transmembrane channel protein [Cicer arietinum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220743 

LIB3149-063-Q1-K1-A3 

BLASTX 

g466160 

364 

9.0e-35 

84 

83 

HYPOTHETICAL.. 9.8 KD PROTEIN ZK652.3 IN CHROMOSOME III 

>gi_630771_pir S4 4 903 ZK652.3 protein - Caenorhabditis 

elegans >gi_289769 (L14429) putative [Caenorhabditis 
elegans] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



vdi'ue 



Match length 

% identity 

NCBI Description 



220744 

LIB314 9-063-Q1-K1-A4 

BLASTX 

g466160 

287 

I . Oe-25 

82 

71 

HYPOTHETICAL 9 . 8 KD PROTEIN ZK652.3 IN CHROMOSOME III 

>gi_630771_pir S44903 ZK652.3 protein - Caenorhabditis 

elegans >gi_289769 (L14429) putative [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220745 

LIB314 9-063-Q1-K1-A7 

BLAST N 

g2558943 

38 

6.0e-12 

65 
92 

Gossypium hirsutum histone 3 mRNA, complete cds 



Seq., £Jq. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220746 

LIB314 9-063-Q1-K1-A9 

BLASTX 

g!174592 

729 

1.0e-77 

137 

100 

TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] ; 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220747 

LIB314 9-063-Q1-K1-B1 

BLASTX 

g4193382 

386 

2.0e-37 * 

86 

83 

(AF083336) ribosomal protein S27 [Arabidopsis thaliana] 
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>gi_4193384 (AF083337) ribosomal protein S27 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220748 

LIB314 9-063-Q1-K1-B11 

BLASTX 

g3024017 

552 

6.0e-57 

112 

94 

EUKARYOTIC TRANSLATION INITIATION FACTOR 1A (EIF-1A) 
(EIF-4C) >gi_2565421 (AF026804) eukaryotic translation 
initiation factor elF-lA [Onobrychis viciifolia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220749 

LIB314 9-063-Q1-K1-B12 

BLASTX 

g437I293 

253 

9.0e-22 

96 

64 

(4C006260) hypothetical protein*- [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220750 

LIB314 9-063-Q1-K1-B2 

BLASTX 

g2065531 

429 

2.0e-42 

118 

64 

(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score 

E value 

Match length 

% identity 

NCBI Description 



220751 

LIB314 9-063-Q1-K1-B4 

BLASTX 

g2244750 

599 

2.0e-62 

137 

82 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220752 

LIB314 9-063-Q1-K1-B5 

BLASTX 

g2244750 

444 

3.0e-44 

108 
80 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
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[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220753 

LIB314 9-063-Q1-K1-B7 

BLASTX 

g4204265 

156 

2.0e-10 

49 

65 

(AC005223) 45643 [Arabidopsis thaliana] 
220754 

LIB314 9-063-Q1-K1-C12 

BLASTX 

gl762945 

323 

5.0e-30 

120 

53 

(U66269) ORF; able to induce HR-like lesions [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220755 

LIB314 9-063-Q1-K1-C2 

BLASTX 

g4218120 

357 

5.0e-34 

106 

66 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220756 

LIB314 9-063-Q1-K1-C9 

BLASTX 

g2244970 

430 

1.0e-42 

117 

65 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
>gi_2326365_emb_CAA747 65_ (Y14423) putative cell wall 
protein [Arabidopsis thaliana] 

220757 

LIB314 9-063-Q1-K1-D1 

BLASTX 

g2828296 

323 

4.0e-30 

67 

88 

(AL021687) RNase L inhibitor [Arabidopsis thaliana] 



Seq. No. 



220758 
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Seq.' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB314 9-063-Q1-K1-D11 

BLASTX 

g3377797 

497 

2.0e-50 

125 

76 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220759 

LIB314 9-063-Q1-K1-D6 

BLASTX 

gl419088 

666 

3.0e-70 

127 

94 

(Z71395) calreticulin [Nicotiana plumbagini folia] 
220760 

LIB314 9-063-Q1-K1-D8 

BLASTX 

g4432857 

181 

3.0e-18 - 

115 

46 

(AC006300) hypothetical protein [Arabidopsis thaliana] 
220761 

LIB3149-063-Q1-K1-D9 

BLASTX 

gl710546 

116 

2.0e-14 

100 - 
48 

60S RIBOSOMAL PROTEIN L36 >gi_1276967 (U47095) putative 
ribosomal protein [Daucus carota] 



Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220762 

LIB314 9-063-Q1-K1-E10 

BLASTX 

g531829 

166 

4.0e-12 

46 

72 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 



Seq. No. 
Seq. ID 



220763 

LIB3149-063-Q1-K1-E11 
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3=^ 



: ^ 

FT? 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3021485 

261 

8.0e-23 

63 

83 

(AJ224932) 



histone H2B-3 [Lycopersicon esculentum] 



220764 

LIB314 9-063-Q1-K1-E2 

BLASTX 

g3142291 

445 

2.0e-44 

112 

70 

(AC002411) Contains similarity to adenylate cyclase 
gb_AF012921 from Magnaporthe grisae. EST gb_Z24512 comes 
from this gene. [Arabidopsis thaliana] 

220765 

LIB314 9-063-Q1-K1-E4 
BLASTX 
gll74592 
•341 
3.0e-32 
116 
60 

TUBULIN ALPHA-1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 

220766 

LIB314 9-063-Q1-K1-E6 

BLASTX 

g266972 

204 

5.0e-16 

54 

65 

40S RIBOSOMAL PROTEIN S29 >gi_631884_pir S30298 ribosomal 

protein S29 - rat >gi_1362934_pir S55919 ribosomal protein 

S29 - human >gi_57133_emb_CAA41778_ (X59051) ribosomal 
protein S29 [Rattus norvegicus] >gi_550027 (U14973) 
ribosomal protein S29 [Homo sapiens] >gi_1220361 (L31610) 
homologous to antisense sequence of;*krev-l, anti oncogene 
[Homo sapiens] >gi_1220418 (L31609) S29 ribosomal protein 
[Mus musculus] >gi_1513230 (U66372) ribosomal protein S29 

[Bos taurus] >gi_1096945_prf 2113200H ribosomal protein 

S29 [Homo sapiens] >gi_4506717_ref_NP_001023 . l_pRPS29_ 
ribosomal protein S29 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



2207.67 

LIB314 9-063-Q1-K1-E7 

BLASTX 

gl20669 

454 
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E value 


2 . Oe-45 


Match length 


105 


% identity 


81 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 




>gi 66014 pir DEJMG glyceraldehyde-3-phosphate 




dehydrogenase (EC 1.2.1.12) — Magnolia liliiflora 




>gi 19566 emb CAA42905 (X60347) glyceraldehyde 




3—phosphate dehydrogenase [Magnolia liliiflora] 


Seq. No. 


220768 


Seq. ID 


LIB314 9-063-O1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2459429 


BLAST score 


470 


R 1 up 

J_J V U X \Ji 


3.0e-47 


Mafph lencrth 


112 


% identitv 


73 


NCBI Description 


fAC0023321 unknown orotein rArabidonsis thalianal 


Seq. No. 


220769 


Seq. ID 


LIB314 9-063-O1-K1-F10 


Method 


BLASTX 


NCBI GI 


gll7444'8 


BLAST score 


285 


E- value 


2.0e-25 


Match length 


-113 


% identity 


56 


NCBI Description 


TRANSLOCON- ASSOCIATED PROTEIN, ALPHA SUBUNIT PRECURSOR 



(TRAP-ALPHA). (SIGNAL SEQUENCE RECEPTOR ALPHA SUBUNIT) 
(SSR- ALPHA) >gi_547391 (L32016) alpha-subunit ; putative 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220770 

LIB314 9-063-Q1-K1-F11 

BLASTX 

gl399380 

662 

9.0e-70 

131 

92 

(U43683) S-adenosyl-L-methionine : delta24-sterol-C- 
methyltransferase [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220771 

LIB314 9-063-Q1-K1-F12 

BLASTX 

g3560474 

259 

1.0e-22 

96 

52 

(U81312) S-adenosyl -methionine-sterol -C- 
[Nicotiana tabacum] 



methyl transferase 



Seq. No. 
Seq. ID 
Method 



220772 

LIB314 9-063-Q1-K1-F2 
BLASTX 
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NCBI GI 


gl431629 


BLAST score 


459 


E value 


5.0e-46 


Match length 


122 


% identity 


68 


NCBI Description 


(X99348) pectinacet ylesterase precursor [Vigna radiata] 


Seq. No. 


220773 


Seq. ID 


LIB314 9-063-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


gll72977 


BLAST score 


531 


E value 


2.0e-54 


Match length 


122 


% identitv 


84 


NCBI Description 


60S RIBOSOMAL PROTEIN L18 >gi 606970 (U15741) cytoplasmic 




ribosomal protein L18 [Arabidopsis thaliana] 


Seq. No. 


220774 


Seq. ID 


LIB314 9-063-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3004560 


BLAST score 


145 


E value 


3.0e-09 


Match- length 


47 


% "identity 


66 


NCBI Description 


(AC003673) putative ATP binding protein [Arabidopsis 




thaliana ] 


Seq. No. 


220775 


Seq. ID 


LIB314 9-063-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g4027891 


BLAST score 


339 


E value 


7.0e-32 


Match- length 


117 


% identity 


62 


NCBI Description 


(AF049350) alpha - expansin precursor [Nicotiana tabacum] 


Seq . No . 


220776 


Seq. ID 


LIB314 9-063-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g4204293 


BLAST score 


493 


E value 


6 . Oe-50 


Match length 


115 


% identity 


81 


NCBI Description 


(AC003027) lcl prt seq No definition line found 




[Arabidopsis thaliana] 


Seq. No. 


220777 


Seq. ID 


LIB314 9-063-Q1-K1-G3 


Mp t~ hod 


BLASTX 


NCBI GI 


gl928981 


BLAST score 


392 


E value 


4.0e-38 


Match length 


85 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 

(U92651) tonoplast intrinsic protein bobTIP26-l 
oleracea var. botrytis] 



[Brassica 



seq. wo. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



220778 

LIB314 9-063-Q1-K1-G7 

BLASTX 

gll73234 

327 

2.0e-30 

72 

89 

40S RIBOSOMAL PROTEIN S25 >gi_4 81909_pir S40089 ribosomal 

protein S25 - tomato >gi_43567 9_emb_CAA54132_ (X76714) 
ribosomal protein S25 [Lycopersicon esculentum] 

>gi_1584836_prf 2123431A ribosomal protein S25 

[Lycopersicon esculentum] 

220779 

LIB314 9-063-Q1-K1-G9 

BLASTX 

gl052973 

342 

3.0e-32 

87 

7 6 

(U37838) fructokinase [Beta vulgaris] 
220780 

LIB314 9-063-Q1-K1-H12 

BLASTX 

g3885339 

239 

5.0e-23 

110 

54 

(AC005623) putative bzip protein [Arabidopsis thaliana] 
220781 

LIB314 9-063-Q1-K1-H4 

BLASTX 

g4056420 

307 

4.0e-28 

81 

73 

(AC005322) ESTs gb_T14 4 077 and gb_T4 3352 come from this 
gene. [Arabidopsis thaliana] 

220782 

LIB314 9-063-Q1-K1-H5 

BLASTX 

g20559 

647 

6.0e-68 

140 

91 
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NCBI Description 



(X13301) hsp70 (AA 6 - 651) [Petunia x hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220783 

LIB314 9-063-Q1-K1-H7 

BLASTX 

g4415934 

261 

1.0e-22 

87 

55 

(AC006418) 
thaliana] 



putative auxin response factor 1 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID . . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



220784 

LIB314 9-063-Q1-K1-H8 

BLASTX 

g3645985 

438 

2.0e-43 

77 

96 

(AL031581) l-evidence=predicted by content; 
l-method=genef inder; 084 ; l-method_score=23 . 36; 

1- evidence_end; 2-evidence=predicted by match; 

2- match_accession=AAI4 1041; 

2-match_description=CK01110 . 3prime CK Drosophila 
melanogaster 



220785-* 

LIB314 9-063-Q1-K1-H9 

BLASTX 

gl477428 

565 

2.0e-58 

126 

89 

(X99623) alpha-tubulin 



1 [Hordeuitf vulgare] 



220786 

LIB314 9-064-Q1-K1-A11 

BLASTX 

g3647355 

329 

1.0e-30 

134 

49 

(Z97348) predicted using hexExon; MAL3P1.12 (PFC0150w), 
Human hypothetical protein KIAA024 9-related protein len: 
1160 aa; Similarity to 2 human and an yeast hypothetical 
gene. Human hypothetical protein KIAA0249 (SW: Y249_HUMA 

220787 

LIB314 9-064-Q1-K1-A12 

BLASTX 

g4115377 

611 

1.0e-63 
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Match lencrth 


143 


% identity 


80 


NCBI DescriDtion 


(AC005967) unknown Drotein FArabidoosis thalianal 


Seq. No. 


220788 


Seq. ID 


LIB314 9-064-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3426051 


BLAST score 


309 


E value 


2 0e-28 


Match 1 pncrth 


105 


% identity 


55 


NCBI DescriDtion 

L 1 \^ U X> 1-/ w ^ X* X» W X> \y X 1 


(AC005168) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


220789 


Seq. ID 


LIB314 9-064-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g4539417 


BLAST score 


4 98 


F. va 1 hp 


2 . 0e-50 


Match lpnnth 


111 


% "i dpn t i t v 


79 




fAT.fl4917*M nntativp nrotpin r Arab i dons is thalianal 


Seq. No. 


220790 


Seq. ID 


LIB314 9-064-Q1-K1-B11 


Method 


BLASTN 


NCBI GI 


g2826742 


BLAST score 


170 


E value \. 


5.0e-91 


Match lencrth 


194 


% i Hpn t i t v 


96 


NPRT Dp srri r>t i on 


CIos s vn i nm arborpuni ribosoinal orotein L16 frDll6) crene. 




chloroplast gene encoding chloroplast protein/ partial 




and "intron sp'crupncp 


Seq. No. 


220791 


Seq. ID 


LIB314 9-064-O1-K1-B12 


Met hod 


BLASTX 


NCBI GI 


g544134 ' - 


BLAST score 


160 


E value 


5.0e-ll 


Match length 


64 


% identitv 


50 


NCBI DescriDtion 


DNA- DAMAGE -RE PAIR/ TOLERATION PROTEIN DRT100 PRECURSOR 




>ai 99720 nir S22863 hvoothetical Drotein - Arabidoos 




thaliana ^*gi 421844 pir A46260 RecA functional analog 




DRT100 - ArabidoDsis thaliana (fracnnent) 

X>/ X \ X X* w V XjV4« s^Jl. ^ *J JL w W X X^l X> JL ^X X X {JL \ X. X. \JK \*4 1LLV 11 L / 


Seq. No. 


220792 


Seq. ID 


LIB3 14 9-064 -Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2341034 


BLAST score 


560 


E value 


9.0e-58 


Match length 


114 


% identity 


97 
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NCBI Description 



(AC000104) F19P19.13 [Arabidopsis thaliana] 



Seq. No. 


220793 


Seq. ID 


LIB314 9-064-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2688820 


BLAST score 


174 


E value 


1.0e-12 


Match length 


85 


% identity 


42 


NPRT Hp r*T" H r>1~ i r>n 


(n9^?71 \ pnrivl -PnA hvriraffl^p rpTiimi^ srnipniacal 


Seq. No. 


220794 


Seq. ID 


LIB314 9-064-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3600052 


BLAST score 


116 


E value 


6.0e-14 


Match length 




% identity 


43 


NCBI Description 


(AF080120) contains similarity to glycosyl hydrolases 




family 9 (Pfam: glycosyl hydroS . hitim, score: 88.03) 




[Arabidopsis thaliana] 


Seq. No. 


220795 


Seq. ID 


LIB314 9-064-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g974782 


BLAST score 


589 


E value 


3.0e-61 


Match length 


129 


% identity 


90 


NCBI Description 


(Z4 9150) cobalamine-independent methionine synthase 




[Solenostemon scutellarioides] 


Seq. No. 


220796 


Seq. ID 


LIB3149-064-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g218157 


BLAST score 


459 


E value 


5.0e-46 


Match length 


116 


% identity 


80 


NCBI Description 


(D13512) cytoplasmic aldolase [Oryza sativa] 


Seq. No. 


220797 


Seq. . ID 


LIB314 9-064-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


gl856971 


BLAST score 


554 


E value 


5.0e-57 


Match length 


117 


% identity 


89 


NCBI Description 


(D26058) This gene is. specifically expressed at the*S 



during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220798 

LIB3I4 9-064-Q1-K1-C12 

BLASTX 

g2501433 

359 

3.0e-34 

87 

72 

UBIQUITIN-CONJUGATING ENZYME E2-24 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) (E2-EPF5) >gi_181916 
(M91670) ubiquitin carrier protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220799 

LIB3149 

BLASTX 

gl85697 

304 

1.0e-27 

136 

56 

{D26058 

during 

periwin 



■064-Q1-K1-C2 



) This gene is specifically expressed, at the S phase 
the cell cycle in the synchronous culture of 
kle cells. [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. ■ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220800 - - 

LIB314 9-064-Q1-K1-C3 

BLASTX 

gl706319 

282 

4.0e-25 

103 

53 

HISTIDINE DECARBOXYLASE (HDC) (TOM92) 

>gi_481829_pir S39554 histidine decarboxylase (EC 

4.1.1.22) - tomato >gi_416534_emb_CAA50719_ (X71900) 
histidine decarboxylase [Lycopersicon esculentum] 

220801 

LIB314 9-064-Q1-K1-C5 

BLASTX 

g3395440 

231 

3.0e-19 

105 

46 

(AC004 683) hypothetical protein [Arabidopsis thaliana] 
220802 

LIB314 9-064-Q1-K1-C7 

BLASTX 

g4127660 

462 

3.0e-46 

138 

64 

(Y11124) invertase [Cichorium intybus] 
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.Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq.- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220803 

LIB314 9-064-Q1-K1-C8 

BLASTX 

g232031 

278 

1.0e-24 

95 

58 

ELONGAT 
transla 
>gi_218 
[Oryza 



ION FACTOR 1 BETA 1 >gi_322851_pir S29224 

tion elongation factor eEF-1 beta 1 chain - rice 
161_dbj_BAA02253_ (D12821) elongation factor 1 beta' 
sativa] 



220804 

LIB314 9-064-Q1-K1-D10 

BLASTX 

g3152660 

204 

5.0e-16 

119 

33 

(AF064 603) GA17 protein [Homo sapiens] 
220805,, 

LIB314 9-064-Q1-K1-D11 

BLASTN 

g2501849 

36 

6.0e-ll 

56 

91 

Nicotiana tabacum GDP dissociation inhibitor (GDI) mRNA, 
complete cds 

220806 

LIB314 9-064-Q1-K1-D12 

BLASTN 

g531251 

34 

1.0e-09 

34 

100 

Apple mitochondrial atp9 gene for FO-ATPase subunit 9 
(complete cds) and nad5 gene for NADH dehydrogehase subunit 
5 (exon a and b) 

220807 

LI6314 9-064-Q1-K1-D2 

BLASTX 

g3236238 

263 

7.0e-23 

143 

46 

(AC004684) putative ARF1 GTPase activating protein 
[Arabidopsis thaliana] >gi_4 5197 92_dbj_BAA7574 4 . 1_ 
(AB017876) Aspl [Arabidopsis thaliana] 



31149 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220808 

LIB314 9-064-Q1-K1-D9 

BLASTX 

gll73256 

664 

6.0e-70 

128 

99 

40S RIBOSOMAL PROTEIN S4 >gi_6294 96_pir S45026 ribosomal 

protein S4 - upland cotton >gi_4 88739_emb_CAA55882_ 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. • 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220809 

LIB314 9-064-Q1-K1-E11 

BLASTX 

gl856971 

443 

5.0e-44 

95 

88 

(D26058) This gene is specifically expressed at the S phas 
during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus rbseus] 

220810 

LIB314 9-064-Q1-K1-E6 

BLASTX 

g3377820 

393 

4.0e-38 

98 

77 

(AF076275) contains similarity to coatomer zeta chains 
[Arabidopsis thaliana] 

220811 

LIB314 9-064-Q1-K1-F11 

BLASTX 

g629483 

357 

6.0e-34 

125 

58 

gene 1-Sc3 protein - European white birch 

>gi_5348 98_emb_CAA54 696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



220812 

LIB314 9-064-Q1-K1-F2 

BLASTX 

g2088654 

357 

8.0e-42 
117 
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% identity 

NCBI Description 



83 

(AF002109) 60S acidic ribosomal protein PO isolog 
[Arabidopsis thaliana] 



Seq. No. 


220813 


Seq. ID 


LIB314 9-064-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl673344 


BLAST score 


166 


E value 


2.0e-ll 


Match length 


53 


% identity 


55 


NCBI Description 


(D64002 ) hypothetical protein [Synechocystis 


Seq. No. 


220814 


Seq. ID 


LIB314 9-064-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


gl256830 


BLAST score 


578 


E value 


7.0e-60 


Match length 


141 


% identity 


77 


NCBI Description 


(U52970) cysteine endopeptidase 1 [Phaseolus 



>gi_2959418_emb_CAA12118_ (AJ224766) cysteine protease 
[Phaseolus vulgaris] 



Seq. No. 


220815 


Seq. ID 


LIB314 9-064-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


gl684857 


BLAST score 


572 


E value 


4.0e-59 


Match length 


116 


% identity 


39 


NCBI Description 


(U77940) polyubiquitin [Phas.eolus vulgaris] 


Seq. No. * 


220816 


Seq. ID 


LIB3149-064-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g4455174 


BLAST score 


189 


E value 


3.0e-14 


Match length 


52 


% identity 


62 


NCBI Description 


(AL035521) putative protein [Arabidopsis thaliana] 


Seq. No. 


220817 


Seq. ID 


LIB314 9-064-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g4406780 


BLAST score 


543 


E value 


9.0e-56 


Match length 


125 


% identity 


78 


NCBI Description 


(AC006532) putative multispanning membrane protein 



[Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220818 

LIB314 9-064-Q1-K1-H11 

BLASTX 

g4406780 

141 

3.0e-09 

52 

58 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220819 

LIB314 9-064-Q1-K1-H12 

BLASTX 

g2507222 

404 

2.0e-39 
105 

/- r\ 
0 2 

KINASE ASSOCIATED PROTEIN PHOSPHATASE >gi_1709236 (U09505) 
kinase associated protein phosphatase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220820 

LIB3165-001-Q1-K1-A11 

BLASTX 

g3914603 

734 

4.0e-78 

151 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 

220821 ; 

LIB3165-001-Q1-K1-A2 

BLASTX 

gl31385 

484 

7.0e-49 

122 

83 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220822 

LIB3165-001-Q1-K1-A3 

BLASTX 

gl31397 

376 

3.0e-36 

133 

62 

OXYGEN-EVOLVING ENHANCER PROTEIN 



3 PRECURSOR (OEE3) (16 KD 



31152 



SKS 



01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. ■ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOS YSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 

220823 

LIB3165-001-Q1-K1-A6 

BLASTX 

g4406530 

423 

1.0e-41 

118 

75 

(AF126870) rubisco activase [Vigna radiata] 
220824 

LIB3165-001-Q1-K1-A7 

BLASTX 

gl00616 

294 

1.0e-26 

67 
84 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1 , 5-bisphosphate r- 
carboxylase activase [Hordeum vulgare] >gi_167095 (M5544 9) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

220825 

LIB3165-001-Q1-K1-A8 

BLASTX 

gl00616 

294 

1.0e-26 
67 

84 . 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

220826 

LIB3165-001-Q1-K1-B12 

BLASTX 

gl352821 

729 

2.0e-77 

145 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 



31153 



m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

%-ddentity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score 

E value 

Match length 

% identity 

NCBI Description 



precursor - upland cotton >gi_4505'05_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

220827 

LIB3165-001-Q1-K1-B2 

BLASTX 

gl36707 

443 

4.0e-44 

123 

69 

CYTOCHROME B6-F COMPLEX IRON-SULFUR SUBUNIT PRECURSOR 

(RIESKE IRON-SULFUR PROTEIN) (RISP) >gi_280397_pir S26199 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
iron-sulfur protein precursor - garden pea 
>gi_20832_emb_CAA45151_ (X63605) chloroplast Rieske FeS 
protein [Pisum sativum] 

220828 

LIB3165-001-Q1-K1-B3 

BLASTX 

g3183088 

205 

4.0e-16 

70 

56 

PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 

(LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea >gi_4 99034_emb_CAA56113_ (X79604) lipid transfer 
like protein -[Vigna unguiculata] 

220829 

LIB3165-001-Q1-K1-B4 

BLASTX 

gl00454 

648 

4.0e-68 

138 

89 

photosystem II oxygen-evolving complex protein 1 - potato 
>gi_809113_emb_CAA35601_ (X17578) 33kDa precursor protein 
of oxygen-evolving complex [Solanum tuberosum] 

220830 

LIB3165-001-Q1-K1-B5 

BLASTX 

gl352821 

593 

1.0e-61 

111 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



31154 



T t - 



C 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220831 

LIB3165-001-Q1-K1-B7 

BLASTX 

g4126403 

503 

5.0e-51 

144 

64 

(AB011796) flavonol synthase [Citrus unshiu] 
220832 

LIB3165-001-Q1-K1-B9 

BLASTX 

gll72664 

265 

4 .Oe-23 

56 

93 

PHOTOS Y STEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_419791_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_298482_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 

220833 

LIB3165-001-Q1-K1-C1 

BLASTX 

gl00196 

584 

1.0e-60 

127 

83 

chlorophyll a/b-binding protein (cab-11) - tomato 
220834 

LIB3165-001-Q1-K1-C10 

BLASTX 

g3600059 

354 

1.0e-33 

84 

79 

(AF080120) contains similarity to WB domains, G-beta 
repeats (Pfam: G-beta. hmm, score: 14.83 and 23.03) 
[Arabidopsis thaliana] 

220835 

LIB3165-001-Q1-K1-C11 

BLASTN 

g4049332 

40 

4.0e-13 . 

64 

91 

Arabidopsis thaliana DNA chromosome 4, BAC clone F8B4 



31155 



-(.ESSAII project) 



m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



*Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ^ 

Match length 

% identity 

NCBI Description 



220836 

LIB3165-001-Q1-K1-C2 

BLASTX 

gl20661 

547 

2.0e-56 

115 

93 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 
CHLOROPLAST >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 

220837 

LIB3165-001-Q1-K1-C3 

BLASTX 

g4027897 

351 

2.0e-33 

72 
88 

(AF04 9353) alpha-expansin precursor [Nicotiana tabacum] 
220838 

LIB3165-001-Q1-K1-C4 

BLASTX 

g4204267 

220 

8.0e-18 

131 

45 

(AC005223) 55585 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220839 

LIB3165-001-Q1-K1-C7 

BLASTX . 

g266936 

432 

1.0e-42 

120 

76 

SOS RIBOSOMAL PROTEIN L27, CHLOROPLAST PRECURSOR (CL27) 

>gi_282960_pir A42840 ribosomal protein L27 - common 

tobacco >gi_170306 (M98473) ribosomal protein L27 
[Nicotiana tabacum] >gi_170326 (M75731) ribosomal protein 
L27 [Nicotiana tabacum] 

220840 

LIB3165-001-Q1-K1-C8 

BLASTX 

gl527191 

431 

1.0e-42 

97 

81 

(U67861) 1-aminocyclopropane-l-carboxylate oxidase 



31156 



[Pelargonium x hortorum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220841 

LIB3165-001-Q1-K1-C9 

BLASTX 

g4006858 

362 

2.0e-34 

95 

66 

(Z99707) cold acclimation protein homolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 

T7> „„„ 1 . . « 

ill v ax uc 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
t .Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220842 

LIB3165-001-Q1-K1-D10 

BLASTX 

g430947 

431 

1 . 0e-42 

105 

81 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

220843 

LIB3165-001-Q1-K1-D11 

BLASTX 

g226263 

232 

1.0e-19 

43 

100 

chlorophyll a/b binding protein [Glycine max] 
220844 

LIB3165-001-Q1-K1-D12 

BLASTX 

gl532118 

241 

2.0e-20 

127 

45 

(U36268) beta-prime-adaptin [Homo sapiens] 
220845 

LIB3165-001-Q1-K1-D3 

BLASTX 

gl352821 

626 

2.0e-65 

117 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220846 

LIB3165-001-Q1-K1-D4 

BLASTX 

gl352821 

612 

8.0e-64 

114 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 

LMUDX Kj± 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220847 

LIB3165-001-Q1-K1-D6 

BLASTX 

g2190992 

229 

6.0e-19 

79 

58 

(AF004358) glutathione S-transf erase TSI-1 [Aegilops 
tauschii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220848 

LIB3165-001-Q1-K1-D7 

BLASTX 

g2754849 

209 

1.0e-17 

55 

89 . 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220849 

LIB3165-001-Q1-K1-E1 

BLASTX 

g3747111 

369 

3.0e-35 

114 

61 

(AF095641) MTN3 homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220850 

LIB3165-001-Q1-K1-E10 

BLASTX 

g4406530 

409 

5.0e-40 
115 
75 • 

(AF126870) rubisco activase [Vigna radiata] 



31158 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220851 

LIB3165-001-Q1-K1-E11 

BLASTX 

g2815246 

225 

2.0e-18 

55 

73 

(X95709) class I type 2 metallothionein [Cicer arietinum] 
220852 

LIB3165-001-Q1-K1-E2 

BLASTN 

g.18058 

108 

3.0e-54 

136 

95 

Citrus iimon cistron for 26S ribosomal RNA 
220853 

LIB3165-001-Q1-K1-E5 

BLASTX 

g3426051 

159 

1.0e-10 

63 

56 

(AC005168) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ■■- 

NCBI Description 



220854 

LIB3165-001-Q1-K1-E6 

BLASTX 

g3790567 

180 

4.0e-13 

115 

33 

(AF078821) 
thaliana] 



RING-H2 finger protein RHAlb [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220855 

LIB3165-001-Q1-K1-E8 

BLASTX 

gl352821 

637 

9.0e-67 

120 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 



220856 

LIB3165-001-Q1-K1-F1 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI . Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl66834 

307 

4.0e-28 

71 

79 

(M86720) 
activase 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi_2642155 (AC003000) 



Rubisco activase [Arabidopsis thaliana] 
220857 

LIB3165-001-Q1-K1-F2 

BLASTX 

g557084 

159 

1.0e-10 

103 

3 

(L3560I) ankyrin [Drosophila melanogaster] 

>gi_1092123_prf 2022340A ankyrin [Drosophila melanogaster] 

220858 

LIB3165-001-Q1-K1-F5 

BLASTX 

g441457 

591 

2.0e-61 

112 

98 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI- 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



220859 

LIB3165-001-Q1-K1-F9 

BLASTX 

g2496789 

500 

1.0e-50 

148 

68 

1-DEOXY-D-XYLULOSE 5-PHOSPHATE REDUCTOI SOME RASE (DXP 
REDUCTOI SOMERASE ) >gi_1001556_dbj_BAA10183_ (D64 000) 
hypothetical protein [Synechocystis sp.] 

220860 

LIB3165-001-Q1-K1-G4 

BLASTX 

g2702281 

407 

5.0e-40 

101 

56 

(AC003033) putative protein disulfide isomerase precursor 
[Arabidopsis thaliana] 

220861 

LIB3165-001-Q1-K1-G5 



31160 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl354515 

303 ■ 

1.0e-27 

136 

53 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 

220862- 

LIB3165-001-Q1-K1-G7 

BLASTX 

g4512018 

614 

4.0e-64 

131 

84 

(AF106660) mRNA binding protein precursor [Lycopersicon 
escuientum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220863 

.LIB3165-001-Q1-K1-G8 

BLASTX 

gl928981 

580 

4.0e-60 

123 

93 

(U92651) 



tonoplast intrinsic protein bobTIP26-l [Brassica 



oleracea var. botrytis] 
220864 

LIB3165-001-Q1-K1-G9 

BLASTX 

g!31225 

390 

5.0e-52 ^. 
14 9 - 
71 

PHOTOSYSTEM I- REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M6114 6) photosystem I 
hydrophobic protein [Hordeum vulgare] 

220865 

LIB3165-001-Q1-K1-H1 

BLASTX 

gl66834 

378 

2.0e-36 

88 

80 

(M86720) 
activase 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi 2642155 (AC003000) 



Rubisco activase [Arabidopsis thaliana] 



Seq, No. 



220866 



31161 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI- Description 



Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI -GI 
BLAST score 
E value 
Match length 
% identity 



LIB3165-001-Q1-K1-H10 

BLASTX 

g4406530 

360 

3.0e-34 

98 

76 

(AF126870) 



rubisco activase [Vigna radiata] 



220867 

LIB3165-001-Q1-K1-H11 

BLASTX 

g3914472 

291 

2.0e-26 

97 

62 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (PII10) 

>gi_3227 64_pir S32021 photosystem II 10K protein - common 

tobacco >gi_22 669_emb_CAA4 9693_ (X70088) NtpIIlO [Nicotiana 
tabacum] 

220868 

LIB3165-001-Q1-K1-H2 

BLASTX 

gl25578 

444 

4.0e-44 

116 

74 

PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE) (PRKASE) 
(PRK) >gi_167266 (M73707) phosphoribulokinase 
[Mesembryanthemum crystallinum] 

220869 

LIB3165-001-Q1-K1-H4 

BLASTX 

g400890 

229 

5.0e-19 - 

110 

48 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR 

>gi_282837_pir S26953 photosystem II 22K protein precursor 

- spinach >gi_21307_emb_CAA48557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917_bbs_119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 

220870 

LIB3165-002-Q1-K1-A1 

BLASTX 

g4406530 

347 

8.0e-33 

92 

77 



31162 



NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


220871 


Seq. ID 


LIB3165-002-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


gjyuiz bo 


BLAST score 


224 


E value 


2.0e-18 


Match length 


132 


% identity 


35 


NCBI Description 


(AF060173) SV2 related protein [Rattus norvegicus] 


Seq. No. 


220872 


Seq. ID 


LIB3165-002-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g505482 


BLAST score 


a an 
40/ 


E value 


1.0e-45 


Match length 


114 


% identity 


82 


NCBI Description 


(X64349) 33 kDa polypeptide of water-oxidizing complex 




photosystem II [Nicotiana tabacum] 


Seq. No. 


220873 


Seq. ID 


LIB3165-002-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g4210948 


BLAST score 


495 


E value 


4.0e-50 


Match length 


99 


% identity 


93 


NCBI Description 


(AF085275) DnaJ protein [Hevea brasiliensis ] 



Seq. No. 

Seq.'. ID 

Method • 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220874 

LIB3165-002-Q1-K1-A4 

BLASTX . 

g3869088 

574 

2.0e-59 

110 

99 

(AB019427) elongation factor-1 alpha [Nicotiana paniculata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220875 

LIB3165-002-Q1-K1-A8 

BLAST N 

g4519194 

41 

1.0e-13 

193 

80 

Arabidopsis thaliana genomic DNA, 
MHM17 , complete sequence 



chromosome 5, PI clone: 



Seq. No. 
Seq. ID 
Method 



220876 

LIB3165-002-Q1-K1-A9 
BLASTX 



31163 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3738261 
563 

4.0e-58 

130 

86 

(AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 

220877 

LIB3165-002-Q1-K1-B11 

BLASTX 

g4510345 

161 

5.0e-ll 

53 

53 

(AC006921) unknown protein [Arabidopsis thaliana] 



064. IMU . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-002-Q1-K1-B4 

BLASTX 

g4545262 

239 

4.0e-20 

44 • 
100 

(AF118230) metallothionein-like protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



220879 

LIB3165-002-Q1-K1-B5 

BLASTX 

g2864617 

251 

2.0e-21 

121 

46 

(AL021811) H+-transporting ATP synthase chain9 
protein [Arabidopsis thaliana] 

220880 

LIB3165-002-Q1-K1-B6 

BLASTX 

g2765081 

455 

2.0e-45 

128 

71 

(Y10557) g5bf [Arabidopsis thaliana] 
220881 

LIB3165-002-Q1-K1-B7 

BLASTX 

g4185515 

441 

8.0e-44 
104 



like 



31164 



% identity 

NCBI Description 



(AF102824) actin depolymerizing factor 6 [Arabidops 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 

M/T-i t /■*■ y 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220882 

LIB3165-002-Q1-K1-B8 

BLASTX 

g2244905 

364 

8.0e-35 

121 

57 

( Z 97 33 9) indole-3-acetate beta-glucosyl trans f erase 
[Arabidops is thaliana] 

220883 

LIB3165-002-Q1-K1-B9 

BLASTX 

g3643I92 

268 

1.0e-23 • 

122 

51 

(AF087435) unknown [Arabidopsis thaliana] 
220884 

LIB3165-002-Q1-K1-C1 

BLASTX 

g289920 

682 

4.0e-72 

128 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

220885 

LIB3165-002-Q1-K1-C10 
BLASTX 
■gl781348 
609 

2.0e-63 

122 

94 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 

220886 

LIB3165-002-Q1-K1-C11 

BLASTX 

gl843527 

654 

8.0e-69 

129 

57 

(U73747) annexin [Gossypium hirsutum] 



31165 



Seq. No." 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220887 

LIB3165-002-Q1-K1-C12 

BLASTX 

g68200 

528 

5.0e-54 

131 

82 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293__ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Mat ch 1 eng t h 

% identity 

NCBI Description 



220888 

LIB3165-002-Q1-K1-C3 

BLASTX 

g505482 

209 

1.0e-23 

102 

69 

(X64349) 33 kDa polypeptide of water-oxidizing 
photosystem II [Nicotiana tabacum] 



complex of 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



220889 

LIB3165-002-Q1-K1-C6 

BLASTX 

gl750404 

209 

1.0e-16 

56 

62 

(U80953) Similar to 40S ribosomal protein S29; coded for by 
C. elegans cDNA cml0c2; coded for by C. elegans cDNA 
yk61d8.5; coded for by C. elegans cDNA ykl07e8.5; coded for 
by C. elegans cDNA CEESF55F; coded for by C. elegans cDNA 
ykl07e8.3; 

220890 

LIB3165-002-Q1-K1-C8 

BLASTX - 

g418854 

538 

3.0e-55 

109 

18 

ubiquitin precursor - parsley >gi_288112_emb_CAA45621_ 
(X64344) polyubiquitin [ Petroselinum crispum] 
>gi_288114_emb_CAA45622_ (X64345) polyubiquitin 
[Petroselinum crispum] 

220891 

LIB3165-002-Q1-K1-D1 

BLASTX , 

gl352821 

570 

6.0e-59 

108; 



31166 



% identity 

NCBI Description 



97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Sea No 


220892 


Seq. ID 


LIB3165-002-Q1-K1-D11 


Mpthod 

L LllvU 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


33 


E value 


6. Oe-09 


Match length 


33 


% identity 


58 


NCBI Description 


Xenopus laevis cDNA clone 


Qprr No 


220893 


Seq. ID 


LIB3165-002-O1-K1-D12 




BLASTX 




a4263710 


BLAST score 


364 


F. vfl 1 hp 

i_j v a _l lj. 


8 Oe-35 


Match length 


74 


% identity 


59 


NCBI Description 


(AC006223) putative pur-a. 




protein [Arabidopsis thai. 


Seq. No. 


220894 


Seq. ID 


. LIB3165-002-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


gll70567 


BLAST score 


512 


E value 


4 .Oe-52 


Match length 


102' 


% identity 


90 


NCBI Description 


MYO-INOSITOL-1-PHOSPHATE i 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI . 
BLAST score 
E value 
Match length 



>gi 1085960 pir. S52648 IN01 protein - Citrus paradisi 
>gi_602565_emb_CAA83565_ (Z32632) INOl [Citrus x paradisi] 

220895 

LIB3165-002-Q1-K1-D3 

BLASTX 

g3157952 

245 

8.0e-21 

100 

55 

(AC002131) F12F1.11 [Arabidopsis thaliana] 
220896 

LIB3165-002-Q1-K1-D5 

BLASTX 

gl655536 

256 

4 .Oe-22 
88 



31167 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 

(Y09095) chloride channel [Arabidopsis thaliana] 
>gi_1742957_emb_CAA96059_ (Z71447) CLC-c chloride channel 
protein [Arabidopsis thaliana] 

220897 

LIB3165-002-Q1-K1-D6 

BLASTX 

gl352821 

553 

6.0e-57 

105 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 









t tr^i 6R-nn?-m -w\ -dpi 

JjlDjlOJ UUl W-L rvj. uo 




ot ncTV 


IN \~r D JL VJ1 


CT 2 61 8 68 6 


BLAST score 


209 


E value 


1.0e-16 


Match length 


-118 


% identity 


42 


NCBI Description 


(AC002510) hypothetical protein 


Seq. No. 


220899 


Seq. ID 


LIB3165-002-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3913018 


BLAST score 


624 


E value 


3.0e-65 


Match length 


125 


% identity 


94 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, 




( ALDP ) >gi_2 1815 5_db j _BAA0 2 7 3 0_ 




aldolase [Oryza sativa] 


Seq. No. 


220900 


Seq. ID 


LIB3165-002-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g2493694 


BLAST score 


316 


E value 


4.0e-29 


Match length 


126 


% identity 


56 



CHLOROPLAST PRECURSOR 
(D13513) chloroplastic 



NCBI Description PHOTOSYSTEM II REACTION CENTRE W PROTEIN PRECURSOR (PSII 

6.1 KD PROTEIN) >gi_1076268_pir S53025 photosystem II 

protein - spinach >gi_728716_emb_CAA59409_ (X85038) protein 
of photosystem II [Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 



220901 

LIB3165-002-Q1-K1-E3 
BLASTX 



31168 



NCBI GI 


g3426043 


BLAST score 


436 


E value 


3.0e-43 


Match length 


135 


% identity 


66 


NCBI Description 


(AC005 168 ) putative choline kinase [Arabidopsis t ha liana 


Seq. No. 


220902 


Seq. ID 


LIB3165-002-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2511691 


BLAST score 


274 


E value 


3 . Oe-24 


Match length 


80 


% identity 


69 


NCBI Description 


( Z99953 ) cysteine proteinase precursor [ Phaseolus vulgar; 


Seq. No. 


220903 


Seq • ID 


LIB31 65-002 -QI-K1-E5 


Method 


BLASTX 


NCBI GI 


g2764574 


BLAST score 


302 


E value 


2 . Oe-27 


Maf ph lencrth 


■128 


% identitv 


52 ■ . 


NCBI DescriDtion 


(AJ00100.9) pore protein of 24 kD (OEP24) [Pisum sativum] 


Seq. No. 


220904 


Seq. ID 


LIB3165-002-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2765081 


BLAST score 


455 


E value 


2 . 0e-45 


Mat" ph Ipncit h 


128 


% identitv 


71 


NCBI Descriot ion 


( Y10557 ) g5bf [Arabidopsis thaliana] 


Seq. No. 


220905 


Seq. ID 


LIB31 65-002 -Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


349 


E value 


5.0e-33 


Match lenoth 


93 


% identity 


76 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


220906 


Seq. ID 


LIB3165-002-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3355486 


BLAST score 


494 


E value 


5.0e-50 


Match length 


131 


% identity 


72 


NCBI Description 


(AC004218) unknown protein [Arabidopsis thaliana] 



31169 





Seq. No. 


220907 




Seq. ID 


LIB3165-002-Q1-K1-F10 




Method 


BLASTX 




NCBI GI 


g3687652 




BLAST score 


537 




E valup 

1ml v t-i 


1 . Oe-62 




Match lpncrth 


129 




% identity 


95 




NORT De* sprint" ion 


(AF047352) rubisco activase precursor [Datisca glome; 




Seq. No. 


220908 




Seq. ID 


LIB3165-002-Q1-K1-F11 




Method 


BLASTN 




NCBI GI 


g3821780 




BLAST score 


36 




P valup 

l^J V \m+ -X* 


9 . Oe-ll 




Mafph lenath 


37 




% identity 


61 




NPRT Dp^priotion 

IN LJ -L L-/ o j_ _i_ i_ -i- \y i x 


XenoDus laevis cDNA clone 27A6-1 


01 


Sea. No. 


220909 


S ■ 


Spa ID 


LIB3165-002-O1-K1-F2 

J-J _1_ XJ -L. W V W U b \m* mmm X>\ ml* X» b 




Method 


BLASTX 


: a 


NCBI GI 


gl495251 




BLAST score 


244 




P. va 1 hp 


9.0e-21 






126 


_ 


% identity 


44 * 


5_£. 


MPR T • Dp qpri nt" i on 


('2,7 0^1 A) heat— ^hock orotein TArabidoosis thalianal 




Sea. No. 


220910 




Seq. ID 


LIB31 65-002 -01-K1-F3 


Q 


Method 


BLASTX 




NCBI GI 


g2505872 




BLAST score 


144 




P. va 1 hp 


5 Oe-09 






63 




~ % identitv 


52 




NCBI Descriotion 


(Y12227) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


220911 




Seq. ID 


LIB31 65-002-01 -K1-F4 




Method 


BLASTX 




NCBI GI 


g3201969 




BLAST score 


450 




p valup 


7 . Oe-45 




MAi~ph 1 pnat"h 


110 




% identity 


70 




NCBI Descrirjtion 


(AF068332) submergence induced protein 2A [Oryza sat; 




Seq. No. 


220912 




Seq. ID 


LIB3165-002-Q1-K1-F5 




Method 


BLASTX 




NCBI GI 


g3694811 




BLAST score 


434 




E value 


4.0e-43 




Match length 


109 



31170 



% .identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 

(AF060481) 
thaliana] 



p-hydroxyphenylpyruvate dioxygenase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



220913 

LIB3165-002-Q1-K1-F6 

BLASTX 

g289920 

601 

1.0e-62 

115 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

220914 

LIB3165-002-Q1-K1-F7 

BLASTX 

g4096662 

569 

8.0e-59 

111 

98 

(U35026) 
hybrida] 



Rabl-like small GTP-binding protein [Petunia x 



220915 

LIB3165-002-Q1-K1-G1 

BLASTX 

gl352821 

398 

8.0e-39 

75 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small, chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose* bisphosphate carboxylase [Gossypium hirsutum] 

220916 

LIB3165-002-Q1-K1-G10 

BLASTX 

gl657948 

468 

5.0e-47 

103 

87 

(U734 66) MipC [Mesembryanthemum crystallinum] 
220917 

LIB3165-002-Q1-K1-G12 

BLAST N 

gl399549 

41 

8.0e-14 
61 



3i'171 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No.' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



92 " 
Anemone trifolia nuclear 26S ribosomal RNA gene, partial 
sequence 

220918 

LIB3165-002-Q1-K1-G2 

BLASTX 

g2160185 

298 

5.0e-27 

90 

61 

(AC000132) Similar to S. pombe ISP4 (gb_D83992) . 
[Arabidopsis thaliana] 

220919 

LIB3165-002-Q1-K1-G4 

BLASTX 

g2 995 38 4 

167 

8.0e-12 

59 
57 

(AJ004810) cytochrome P450 monooxygenase [Zea mays] 



220920 

LIB3165 

BLASTX 

g306581 

250 

2.0e-21 

124 

46 

(AF0587 
norvegi 
sodium 
norvegi 



-002-Q1-K1-G6 



14) sodium-dicarboxylate cotransporter SDCT1 
cus] >gi_3168585_dbj_BAA28609_ (AB001321) 
dependent dicarboxylate transporter [Rattus 
cus] 



[Rattus 



220921 

LIB3165-002-Q1-K1-G7 

BLASTX 

gll70897 

483 

1.0e-48 

113 

84 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 

>gi_107 627 6_pir S52039 NAD-malate dehydrogenase - cucumber 

>gi_695311 (L31900) glyoxysomal malate dehydrogenase 
[Cucumis sativus] 

220922 

LIB3165-002-Q1-K1-G8 

BLASTX 

gll68'408 

638 

6.0e-67 



31172 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135 - v 
92 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb_CAA6194 6_ (X89828) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 

220923 

LIB3165-002-Q1-K1-G9 

BLASTX 

gll81599 

518 

7.0e-53 

133 

77 

(D83007) subunit of photosystem I [Cucumis sativus] 
220924 

LIB31G5-002-Q1-K1-H10 

BLASTX 

gll68411 

507 

1.0e-5.1 

126 

82 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
220925 

LIB3165-002-Q1-K1-H11 

BLASTX 

g2661021 

593 

1.0e-61 

113 

96 

(AF035255) catalase [Glycine max] 
220926 

LIB3165-002-Q1-K1-H12 
BLASTX - 
g3738316 
235 

1.0e-19 

65 

69 

(AC005170) unknown protein [Arabidopsis thaliana] 
220927 

LIB3165-002-Q1-K1-H3 

BLASTX 

g3123745 

285 

1.0e-25 

125 

46 

(AB013447) aluminum-induced [Brassica napus] 



31173 



^{^cr No 

^ * li \y . 


220928 


Seq. ID 


LIB3165-002-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g4455356 


RT.AST qrnrp 
uunj i o v_, j_ c 


207 


P tra 1 no 




Lici con xciiyun 


98 


o xuciiixiy 


4 1 






Sea No 


220929 


q^rr T H 


LTR31 65-002-01 -K1-H5 


Mpt" hoH 


RT.ASTX 


UpQT (IT 
LNV^Ol OX 


al 668*54 


BLAST score 


281 


E value 


3.0e-25 


Maffh "I on(Tt~hl 


65 


9fc i Honi" i h\7 

T> IUCIIL.1 ty 


78 


t\T C~ T< T no c p t* n r>*t~ i on 
LN V_,XJ X L/COUI xpuiun 


t MM ' / VH ) t* i Vm il aqp Vi i qnh o Qnh afp r^a rhAY\rl 3 on /nvvfrpna q o 
\ l i(j \j I ) i luuiuoc ux o^nuo^na l. c Lax JJUAy xa jc / UAyyciiaoc 




artivase f Arabidor>sis thalianal >ai 2642155 (AC003000) 




RnHi qpn ari" i usqp r AT^hi Hnn qi q "t~ h a 1 i ana 1 

(VUUXOLU QLUX VClOC [AXUIJXUUMOX3 LXIGLXXGUIOJ 


Qpri No 


220930 


Seq. ID 


LIB3165-002-Q1-K1-H6 - 


VI e L. 1 1 \J \JL 


DXinO X /V 




rrl 9 0 6 5 8 
y XiiUD jo 




424 


F 1 IIP 


8.0e-4 2 


Matph 3 pncrt"h 


114 


% identity 


75 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 




fHT.OROPLAST >ni 6602 5 nir DEPMNA 




rr 1 \/r*o t*a 1 Ho hi \/Ho — "3 — nh n^nha t" o Hoh \/H rnrrpn a^o f WAHP4- ^ 
uxyLcxaxuciiyuc ^ l/a iuo ^/i iq lc ue i iyux uy ciicioc \ v%r\u n ■ / 




/ nhAcnhnr\;l S nrr^ ^PT 1 1 0 1 A nropnT Qrir" ph 1 c\ rp,n 1 a^t - — 
\ LyiiuoLyiiuxy xaLXiiy / \ x • £ • x • x j j n ^jxclux oux f unxuxuLyxaou 




aardpn npa >ai 1 21 5 Q omh PAA*^6^ C J6 ^X52 1 4 R ^ HAP A f Pi qiini 




oaf i T7HTT1 1 


Cpn NO 


220931 

t—t \j ^ 




T.TR^l 65-fifi?-01 -K1 -H7 

LlXiJjXUJ \J \J \£ X X\X 11/ 


Method 


BLASTX 


NCBI GI 


g4490321 




428 


T* 1 wa 1 no 
Lj VaJ. Lie 


3 Op-42 


Lid L. 1 1 IcilLj Lll 




O XUCilLX Ly 


R7 




V nu uxxnu 1 ! / uxLXaLC Lxatis^ux lcx ' inx aux uu^j o xo LHaxxana j 


Corr No 


220932 


Seq. ID 


LIB3165-002-O1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl345698 


BLAST score 


637 


E value 


8.0e-67 


Match length 


126 .. 


% identity 


94 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 



(CAB-151) (LHCP) >gi_99601_pir S20917 chlorophyll 



31174 



a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220933 

LIB3165-003-P1-K1-A1 

BLASTX 

gl703129 

471 

2.0e-47 

91 

96 

ACTIN 11 >gi_2129522j?ir S68109 actin 11 - Arabidopsis 

thaliana >gi_1002533 (U27981) actin-11 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 



220934 

LIB3165-003-P1-K1-A12 

BLASTX 

g!352821 

305 

3.0e-28 

61 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


220935 


Seq. ID 


LIB3165-003-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3603401 


BLAST .score 


321 


E value 


7.0e-30 


Match length 


82 


% identity 


70 


NCBI Description 


(AF083333) cinnamyl-alcohol dehydrogenase [Medicago 


Seq. No. 


220936 


Seq. ID 


LIB3165-003-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3510256 


BLAST score 


150 


E value 


9.0e-10 


Match length 


89 


% identity 


40 


NCBI Description 


(AC005310) unknown protein [Arabidopsis thaliana] 


Seq. No. 


220937 


Seq. ID 


LIB3165-003-P1-K1-A5 


Method 


BLASTX 


NCBI GI - 


g3687237 


BLAST score 


246 


E value 


4.0e-24 


Match length 


113 



31175 



% identity. 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53 

(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 

220938 

LIB3165-003-P1-K1-A6 

BLASTX 

g68200 

282 

3.0e-25 

62 

92 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor , 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 





o o n Q*3 Q 


oeq. iu 


LJLOJl DO UU J c 1 I\± rl / 


Met noa 


DlxHo I IN 




gi 0 UDO 


RT A QT epnrp 


-LOO 


£j Value 


1 Ho— 1 09 




J. ^ 


% identity 


98 


NCBI Description 


Citrus limon cistron for 26S ribos* 


oeq . lno . 




oeq . iu 


LlDjlDj UUj rl 1\1 


L iC L11UU 


RLA9TX 




g^i z o 4 u .5 


dlhoi score 


COT 
/ 


P 1 1 IIP 


6 . Oe-54 


Mritph Ipncrth 


120 


% identity 


85 


NCBI Description 


glycolate oxidase [Lens culinaris] 


Seq. No. 


220941 


Seq. ID 


LIB3165-003-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g4 4.1 457 


BLAST score 


624 


E value 


3.0e-65 


Match length 


118 


% identity 


97 


NCBI Description 


(X73419) ubiquitin conjugating enz; 




esculentum] 


Seq. No. 


220942 


Seq. ID 


LIB3165-003-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


311 


E value 


7.0e-29 


Match length 


61 


% identity 


98 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 



31176 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

220943 

LIB3165-003-P1-K1-B3 

BLASTX 

g462187 

634 

2.0e-66 

125 

96 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_282928_pir A42906 serine 

hydroxymethyltransf erase - garden pea >gi_169158 (M87649) 
serine hydroxymethyltransf erase [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220944 

LIB3165-003-P1-K1-B6 

BLASTX 

g70644 

547 

3.0e-56 

113 

19 

ubiquitin precursor - 



common sunflower (fragment) 



220945 

LIB3165-003-P1-K1-B7 

BLASTX 

gll5813 

377 

2.0e-36 

109 

69 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE III PRECURSOR 
(CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type- III 
chlorophyll a/b-biridi-ng protein [Lycopersicon esculentum] 

220946 

LIB3165-003-P1-K1-C1 

BLASTX 

gl31393 

292 

2.0e-26 

61 

92 

OXYGEN-EVOLVING ENHANCER PROTEIN 2 PRECURSOR (OEE2) (23 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOS YSTEM II) 

>gi_100360_pir S15005 photosystem II oxygen-evolving 

complex protein 2 - common tobacco l- 
>gi_19911_emb_CAA39039. 1_ (X55354 ) photosystem II 23kDa 
polypeptide [Nicotiana tabacum] 



Seq. No. 
Seq. ID 



220947 

LIB3165-003-P1-K1-C10 



31177 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3063392 

338 

8.0e-32 

98 

72 

(AB012932) Ca2+/H+ exchanger [Vigna radiata] 
220948 

LIB3165-003-P1-K1-C12 

BLASTX 

gl36707 

222 

2.0e-18 

65 

68 

CYTOCHROME B6-F COMPLEX IRON-SULFUR SUBUNIT PRECURSOR 

(RIESKE IRON-SULFUR PROTEIN) (RISP) >gi_280397_pir S26199 

piastoquinol — plastocyanin reductase (EC 1.10.99.1) 
iron-sulfur protein precursor - garden pea 
>gi_20832_emb_CAA45151_ (X63605) chloroplast Rieske FeS 
protein [Pisum sativum] 



Sea No 


220949 


Seq. ID 


-LIB3165-003-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3288821 


BLAST score 


416 


E value 


6.0e-41 


Match length 


101 


% identity 


79 


NCBI Description 


(AF063901) alanine rglyoxylate aminotransferase; 




transaminase [Arabidopsis thaliana] 


Seq. No. 


220950 


Seq. ID 


LIB3165-003-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3033513 


BLAST score 


220 


E. value 


2.0e-21 1 


Match length 


92 


% identity 


66 • 


NCBI Description 


(AF041068) rubisco activase [Phaseolus vulgaris] 


Seq. No. 


220951 


Seq. ID 


LIB3165-003-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g461501 


BLAST score 


377 


E value ' 


1.0e-36 


Match length 


81 


% identity 


88 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE 2, CHLOROPLAST 



>gi_418803_pir S29048 f ructose-bisphosphate aldolase 

4.1.2.13) - garden pea (fragment) 



(EC 



Seq. No. 



220952 



31178 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



LIB3165-003-P1-K1-C7 

BLASTX 

g2864617 

360 

2.0e-34 

102 

75 

(AL021811) H+-transporting ATP synthase chain9 - like 
protein [Arabidopsis thaliana] 

220953 

LIB3165-003-P1-K1-C9 

BLASTX 

gl66708 

186 

3.0e-14 

68 
54 

(M64118) giyceraIdehyde-3-phosphate dehydrogenase 
[Arabidopsis thaliana] 

220954 

LIB3165-003-P1-K1-E1 

BLASTX 

gll68411 

396 

1.0e-38 * 

101 

81 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
220955 

LIB3165-003-P1-K1-E2 

BLASTN 

gl8058 

212 

1.0e-116 

264 
96 

Citrus limon cistron for 26S ribosomal RNA 
220956 

LIB3165-003-P1-K1-E3 

BLASTX 

gll9932 

361 

1.0e-34 

96 

69 

FERREDOXIN I >gi_65749_pir FEFW1 ferredoxin [2Fe-2S] 

Virginian pokeweed 

220957 

LIB3165-003-P1-K1-E4 

BLASTX 

gl352821 

472 



31179 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-47 

96 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

220958 

LIB3165-003-P1-K1-E6 

BLASTX 

g3913651 

324 

3.0e-30 

97 

65 

FERREDOXIN--NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 
(FNR) >gi_2225993_emb_CAA74359_ (Y14032) 
ferredoxin — NADP(+) reductase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length' 
% identity 
-NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



220959 

LIB3165-003-P1-K1-E8 

BLASTX 

gl881585 

146 

3.0e-09 

71 

59 

(U72489) remorin [Solanum tuberosum] 
220960 

LIB3165-003-P1-K1-F1 

BLASTX 

gl531758 

223 

3.0e-18 

45 

89 

(X98772) AUX1 [Arabidopsis thalianah >gi_3335360 (AC003028) 
unknown protein [Arabidopsis thaliana] 

220961 

LIB3165-003-P1-K1-F11 

BLASTX 

g3288821 

445 < 

3.0e-44 

107 

78 

(AF063901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 

220962 

LIB3165-003-P1-K1-F3 

BLASTX 

gl362086 



31180 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



515 

1.0e-52 

106 

92 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 

220963 

LIB3165-003-P1-K1-F4 

BLASTX . 

gl20663 

472 

2.0e-47 

121 
74 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE B PRECURSOR, 

CHLOROPLAST >gi_66027_pir DEPMNB 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) B precursor, chloroplast 
garden pea >gi_309671 (M55147) glyceraldehyde-3-phosphate 
dehydrogenase B subunit [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220964 

LIB3165-003-P1-K1-F5 

BLASTX 

g282995 

180 

3.0e-13 

85 

52 

seed protein B32E - barley (fragment) 

>gi_134 5530_emb_CAA45538_ (X64254) B32E [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
■BLAST score 
E value 
Match length 
% identity 



220965 

LIB3165-003-P1-K1-F8 

BLAST N 

g3298532 

44 

1.0e-15 

80 

89 

Arabidopsis thaliana chromosome II BAC T26B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

220966 

LIB3165-003-P1-K1-F9 

BLASTN 

g3108248 

287 

1.0e-160 

338 

96 . 



31181 



NCBI Description 



Gossypium barbadense clone pXP027 repetitive DNA sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220967 

LIB3165-003-P1-K1-G10 

BLASTX 

gl709651 

215 

1.0e-23 

114 

53 

PLASTOCYANIN 
plastocyanin 



A 
a 



PRECURSOR >gi_2117431_pir S58209 

precursor - black poplar 
>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a [Populus 
nigra] 



Seq. No. 


220968 


Seq. ID 


LIB3165-003-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g20/29 


BLAST score 


452 


E value 


4.0e-45 


Match length 


124 


% identity 


75 . 


NCBI Description 


(X15190) precursor (AA -68 to 337) 


Seq. No. 


220969 


Seq. ID 


LIB3165-003-P1-K1-G6. 


Method 


BLASTX . 


NCBI GI 


g68200 


BLAST score 


499 


E value 


1.0e-50 


Match length 


123 


% identity 


83 


NCBI Description 


f ructose-bisphosphate aldolase (EC 



[Pisum sativum] 



4 . 1 .2 . 13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA4 7293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220*970 

LIB3165-003-P1-K1-H12 

BLASTX 

g4406530 

244 

1.0e-20 

54 

85 

(AF126870) rubisco activase [Vigna radiata] 
220971 

LIB3165-003-P1-K1-H5 

BLASTX 

g4006884 

139 

1.0e-08 

44 

68 

(Z99707) BELl-like homeodomain protein [Arabidopsis 
thaliana] 



31182 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220972 

LIB3165-004-P1-K1-A11 
BLASTX ' 
gl709825 " 
267 

2.0e-23 

126 

49 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi 1237124 (U32176) PSI-N [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220973 

LIB3165-004-P1-K1-A12 

BLASTX 

gl588365 

171 

3.0e-12 

82 

40 

signal peptidase: SUBUNIT=12kD [Homo sapiens] 



Seq. No. 

Seq .'"' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220974 . 

LIB3165-004-P1-K1-A6 

BLASTX 

gl781348 

151 

4.0e-10 

42 

74 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 


220975 




Seq. ID 


LIB3165-004- 


-P1-K1-A7 


Method 


BLASTX • 




NCBI GI 


g343369 




BLAST score 


561 




E value 


6.0e-5S 




Match length 


108 




% identity 


95 




NCBI Description 


(M27308) 44 


kd photosystem II protein [Spinacia 


Seq. No. 


220976 




Seq. ID 


LIB3165-004- 


-P1-K1-A8 


Method 


BLASTX 




NCBI GI 


g400890 




BLAST score 


235 




E value 


1.0e-19 




Match length 


110 




% identity 


45 




NCBI Description 


PHOTOSYSTEM 


II 22 KD PROTEIN PRECURSOR 



>gi_282837_pir S26953 photosystem II 22K protein precurso 

- spinach >gi_21307_emb_CAA4 8557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917_bbs_119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 



31183 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220977 

LIB3165-004-P1-K1-A9 

BLASTX 

gl617274 

514 

2.0e-52 

123 

75 

(Z72152) AMP-binding protein [Brassica napus] 
220978 

LIB3165-004-P1-K1-B1 

BLASTX 

gl345698 

640 

3.0e-67 

121 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 

(CAB-151) (LHCP) >gi_99601_pir S20917 chlorophyll 

a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 



Seq. No. 


220979 


Seq. ID 


LIB3165-004-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl00196 


BLAST score 


178 


E value 


1.0e-13 


Match length 


46 


% identity 


74 


NCBI Description 


chlorophyll a/b-binding protein (i 


Seq. No. 


220980 


Seq. ID 


LIB3165-004-P1-K1-B5 


Method • 


BLASTX 


NCBI GI 


gll70897 


BLAST score - 


558 


E value 


1.0e-57 


Match length 


123 


% identity 


89 


NCBI Description 


MALATE DEHYDROGENASE, GLYOXYSOMAL 



- tomato 



Seq. No. 

Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1076276_pir S52039 NAD-malate dehydrogenase - cucumber 

>gi_695311 (L31900) glyoxysomal malate dehydrogenase 
[Cucumis sativus] 

220981 

LIB3165-004-P1-K1-B6 

BLASTX 

g2677828 

286 

2.0e-30 

114 

60 

(U93166) cysteine protease [Prunus armeniaca] 



31184 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220982 

LIB3165-004-P1-K1-B8 

BLASTX 

g507275 

165 

2.0e-ll 

108 

35 

(L34159) NADPH: quinone oxidoreductase/zeta crystallin [Lama 
guanicoe] 



m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220983 

LIB3165-004-P1-K1-B9 

BLASTX 

g2501568 

157 

1.0e-10 

97 

38 

HYPOTHETICAL 28.8 KD PROTEIN SLL0506 

>gi_1001342_dbj_BAA10829_ (D64006) hypothetical protein 
[Synechocystis sp.] 



Seq.. No.- 

Seq. ID-- 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220984 

LIB3165-004-P1-K1-C1 

BLASTX 

g231688 

555 

5.0e-61 

127 
96 

CATALASE ISOZYME 2 >gi_99599_pir S174 93 catalase 

1.11.1.6) - upland cotton >gi_18488_emb_CAA39998_ 
subunit 2 of cotton catalase [Gossypium hirsutum] 



(EC 

(X56675) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220985 

LIB3165-004-P1-K1-C10 

BLASTX 

g2 97 0051 

380 

1.0e-36 

95 

74 

(AB012110) ARG10 [Vigna radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220986 

LIB3165-004-P1-K1-C11 

BLASTX 

gl354515 

234 

1.0e-19 
125 
46 ■ 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



31185 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220987 

LIB3165-004-P1-K1-C12 

BLASTX 

gl458245 

252- ■ 

1.0e-21 

123 

46 

(U64834) coded for by C. elegans cDNA cml7al; coded for by 
C. elegans cDNA cm7gl; coded for by C. elegans cDNA 
CEMSE26F; similar to methyltransf erases [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220988 

LIB3165-004-P1-K1-C3 

BLASTX 

g400890 

224 

2.0e-18 

94 

44 

PHOTOS YSTEM II 22 KD PROTEIN PRECURSOR 

>gi_282837_pir S26953 photosystem II 22K protein precursor 

- spinach >gi_21307_emb_CAA48557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917_bbs_119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 



Seq. No. 


220989 


Seq. ID 


LIB31 65-004 -P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3128176 


BLAST score 


316 


E value 


3.0e-29 


Match length 


86 


% identity ■ 


65 


NCBI Description 


(AC004521) unknown protein [Arabidopsis thaliana] 


Seq. No. 


220990 


Seq. ID 


LIB3165-004-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g231610 


BLAST score 


274 


E value 


3.0e-24 


Match length 


101 


% identity 


60 


NCBI Description 


ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 



>gi_67880_pir PWNTG H+-transporting ATP synthase- (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 



Seq. No. 
Seq. I'D 
Method 
NCBI GI 
BLAST score 



220991 

LIB3165-004-P1-K1-C7 

BLASTX 

g2864617 

227 



31186 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-19 

94 

54 

(AL021811) H+-transporting ATP synthase chain9 - like 
protein [Arabidopsis thaliana] 

220992 

LIB3165-004-P1-K1-C8 

BLASTX 

g2984709 

426 

4.0e-42 

83 

98 

(AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 
220993 

LIB3165-004-P1-K1-C9 

BLASTN 

g2687434 

320 

1.0e-180 

375 

97 

Eucryphia lucida largev subunit 26S ribosomal RNA gene, 
partial sequence 

220994 

LIB3165^004-P1-K1-D1 

BLASTX 

g974782 

374 

5.0e-36 

78 

95 

(Z4 9150) cobalamine-independent methionine synthase 
[Solenostemon scutellarioides] 

220995 ■ 

LIB3165-004-P1-K1-D10 

BLASTX 

gl36636 

286 

1.0e-25 

56 

95 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD_ 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir S43781 ubiquitin-conjugating enzyme UBC1 - 

Arabidopsis thaliana >gi_442594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E.G. 6. 3.2. 19) >gi_2981894_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 



Seq. No. 



220996 



31187 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-004-P1-K1-D12 

BLASTX 

g3242704 

302 

1.0e-27 

113 

53 

(AC003040) hypothetical protein [Arabidopsis thaliana] 
220997 

LIB3165-004-P1-K1-D4 

BLASTX 

gll68411 

462 

2.0e-46 

116 

81 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220998 

LIB3165-004-P1-K1-D5 

BLASTX 

gl781348 

512 

6.0e-55 
124 
90 c 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220999 

LIB3165-004-P1-K1-D6 

BLASTX 

gll8564 

622 

4.0e-65 

125 

94 

GLYCERATE DEHYDROGENASE (NADH-DEPENDENT HYDROXYPYRUVATE 

REDUCTASE) (HPR) (GDH) >gi_65955_pir DEKVG glycerate 

dehydrogenase (EC 1.1.1.29) - cucumber 
>gi_18264_emb_CAA41434_ (X58542) NADH-dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_18275_emb_CAA32764_ (X14609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 

221000 

LIB3165-004-P1-K1-D7 

BLASTX 

g541951 

313 

7.0e-29 

63 

50 

SPCP2 protein' - soybean >gi_310578 (L12258) nodulin-26 
[Glycine max] 



31188 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221001 

LIB3165-004-P1-K1-E1 

BLASTX 

gl31397 

320 

1.0e-29 

120 

58 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_814 80_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 



KD 



Seq. No. 

Seq. I'D 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity " < 

NCBI Description 



221002 

LIB3165-004-P1-K1-E10 

BLASTX 

g289920 

616 

2.0e-64 

116 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI' Description 



221003 

LIB3165-004-P1-K1-E11 

BLASTX 

g2493146 

396 

1.0e-38 

94 

56 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi_755148 
(U13'669) vacuolar H+-ATPase proteolipid (16 kDa) subunit 
[Gossypium hirsutum] >gi_4 519415_dbj_BAA75542 . 1_ (AB024275) 
vacuolar H+-ATPase c subunit [Citrus unshiu] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221004 

LIB3165-004-P1-K1-E2 

BLASTN 

gl8058 

211 

1.0e-115 

274 

94 

Citrus limon cistron for 26S ribosomal RNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



221005 

LIB3165-004-P1-K1-E4 

BLASTN 

g2687437 

33 

2.0e-09 



31189 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID" 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI' Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



90 
82 

Jepsonia parryi large subunit 26S ribosomal RNA gene, 
partial sequence 

221006 

LIB3165-004-P1-K1-E6 

BLASTX 

g2623881 

223 

3.0e-18 

48 

94 

(AF031318) catalase [Raphanus sativus] 
221007 

LIB3165-004-P1-K1-E7 

BLASTX 

g48704 6 

304 

8.0e-28 

118 

55 

photosystem I chain II precursor - wood tobacco 
>gi_407769_dbj_BAA02871_ (D13718) PSI-D1 precursor 
[Nicotiana sylvestris] 

221008 

LIB3165-004-P1-K1-F11 

BLASTX 

gl66834 

557 

5.0e-60 

127 

89 

(M8 6720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 

221009 

LIB3165-004-P1-K1-F12 

BLASTX 

g68200 

351 

3.0e-33 

93 

80 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA4 7293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 

221010 

LIB3165-004-P1-K1-F4 ' 

BLASTX 

g2864617 

283 

2.0e-25 



31190 





Match lenoth 

X X tX W- XX -X X X w * X 


127 




% identitv 

© jv x-A n u x* y 


48 




NCBI Description 


(AL021811) H+-transporting ATP synthase chain9 - like 






Drotein TArabidoosis thalianal 




Seq. No. 


221011 




Seq. ID 


LIB3165-004-P1-K1-F6 




Method 


BLASTX 




NCBI GI 


g4106696 




BLAST score 

a-J XJX X k-S X hj> \^ \J X. 


264 




E value 


4 . Oe-23 






64 




% identitv 


81 




NPRT Dp sprint ion 


(AB021872) ribosome— sediment incr orotein rPisum sativum 1 




Seq. No. 


221012 




Seq. ID 


LIB3165-004-P1-K1-F7 

XJ X. X^ J ^ \J \J \J ^ X»^ X \ JL X» ' 




Method 


BLASTX 


5=s? 


NCBI GI 


. g28 94306 




BLAST score 


466 




F. Vfl 1 HP 


8 . 0e-47 






121 




% identity 


80 




NPRT npsrrinf i on 


(AJ223329) ubiquitin extension protein [Nicotiana tabacuiri] 


issa 


Sea No . 


221013 


ffs 


Seq. ID 


LIB3 165-004- PI -K1-F8 




Mpt hod 


BLASTX 

XV XJ^XkJ X *v 




NCBI GI 


gl053047 




BLAST score 


506 




E value 


2.0e-51 


Lk 


Match length 


102 




% i dpnt i t v 


100 




NPRT Dp qpt i ot i on 


fU38425) histone H3 fGlvcine maxl >ai 1053049 (U38426) 






histone H3 [Glycine max] >gi 1053051 TU38427) histone H3 






TGlvcinp maxl 

L VJ JU V Vrf JU X X XL L UX /V J 




Seq . No . 


221014 




Seq. ID 1 


LIB3165-004-P1-K1-G10 

XJ X XJ* J X v w' V V ~ X X X \ X. x. v/ 




Mpf hod 


BLASTX - 

XJ 1 X 




NCBI GI 


gll70897 




BLAST score 


343 




E value 


1.0e-32 




Match length 


82 




% identitv 


83 




NCBI DescriDtion 


MAT j ATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 






>ai 107627 6 oir S52039 NAD-malate dehvdroaenase - cucumbe 






>gi 695311 (L31900) glyoxysomal malate dehydrogenase 






rCucumis sat ivusl 




Seq. No. 


221015 




Seq. ID 


LIB3165-004-P1-K1-G4 




Method 


BLASTX 




NCBI GI 


g4376650 




BLAST scorie 


268 * 




E value 


1. Oe-23 




Match length 


81 



31191 



% identity 

NCBI Description 



59 

(AE001621) GcpE Protein [Chlamydia pneumoniae] 



Seq. No. 


221016 


Seq. ID 


LIB3165-004-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


gll29145 


BLAST score 


225 


E value 


1.0e-18 


Match lenath 


73 


% identity 


62 


NCBI Description 


(X75329) acetyl-CoA C-acyltransf erase [Mangifera indica] 


Cpo Ma 

kJ C * IN \J • 


221017 


Seq. ID 


LIB3165-004-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


al31385 


BLAST score 


525 


K \TPi 1 lip 
i_j v a. -L. u w 


1 Oe-53 


Match length 


125 


% i dent it v 


86 


NCRT DpscriDtion 


OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 




SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 Kl 




THYLAKOID MEMBRANE PROTEIN) 


Seq. No. 


221018 


Seq. ID 


LIB3165-004-P1-K1-G7 


Met hod 


BLASTX 


NCBI GI 


a228403 


BLAST score 


456 


F, V3 1 UP 

1—1 V GI -L 


1 . Oe-45 


Matph 1 pnoth 


108 


% identity 


81 


NCBI Description 


glycolate oxidase [Lens culinaris] 


Seq. No. 


221019 


Seq. ID 


LIB3165-004-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g486827 


BLAST score 


236 


E value 


8 . Oe-20 


Match length 


104 


% identity 


60 


NCBI Description 


translation elongation factor Tu.B precursor, chloroplast ■ 




wood tobacco 


Seq. No. 


221020 


Seq. ID 


LIB3165-004-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


gl632831 


BLAST score 


426 


E value 


4.0e-42 


Match length 


95 


% identity 


87 


NCBI Description 


(Z49698) orf [Ricinus communis] 



Seq. No. 221021 



31192 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match 'length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method „ 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB3165-004-P1-K1-H1 

BLASTX 

gl256595 

283 

2.0e-25 

87 

60 

(U38915) 



LytB [Synechocystis PCC6803] 



221022 

LIB3165-004-P1-K1-H2 

BLASTX 

gll72664 

180 

2.0e-13 

39 

90 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_419791jpir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_298482_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide,- 232 aa] >gi_168173 (M83119) photosystem.. 
I subunit III [Flaveria trinervia] 

221023 

LIB3165-004-P1-K1-H5 

BLASTX 

g3024127 

311 

3.0e-50 

119 

92 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 
>gi_1655578_emb_CAA95857_ (Z71272) S-adenosyl-L-methionine 
synthetase 2 [Catharanthus roseus] 

221024 

LIB3165-004-P1-K1-H9 

BLASTX 

g289920 

566 

2.0e-58 

103 

100 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

221025 

LIB3165-005-P1-K1-A12 

BLASTX 

gl354515 

235 

9.0e-20 

121 

47 



31193 



NCBI Description 



(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq.- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221026 

LIB3165-005-P1-K1-A2 

BLASTN 

g2062691 

35 

3.0e-10 

35 
100 

Human sodium phosphate transporter 
cds 



(NPT4) mRNA, complete 



Seq. No. < 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221027 

LIB3165-005-P1-K1-A4 

BLASTX 

g4106657 

315 

4.0e-31 

122 

60 

(AL035064) activator 1 subunit (replication factor subunit) 
_[.Schizosaccharomyces pombe] 

221028 

LIB3165-005-P1-K1-A5 

BLASTX 

g2505876 

349 

5.0e-33 

103 

66 

(Y12776) MYB-related protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221029 

LIB3165-005-P1-K1-A6 

BLASTX 

g3193285 

236 

5.0e-27 

115 

54 

(AF069298) T14P8.18 gene product [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



221030 

LIB3165-005-P1-K1-A8 

BLASTX 

gl00200 

243 

9.0e-21 

82 

61 

chlorophyll a/b-binding protein type I 
221031 

LIB3165-005-P1-K1-A9 



precursor 



tomato 



31194 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2501353 

243 

1.0e-20 

52 

90 

TRANSKETOLASE, CHLOROPLAST (TK) >gi_1084440_pir S54300 

transketolase (EC 2.2.1.1) 3 - Craterostigma plantagineum 
(fragment) >gi_664 901_emb_CAA8 6607_ (Z46646) transketolase 
[Craterostigma plantagineum] 

221032 

LIB3165-005-P1-K1-B10 

BLASTX 

g2764396 

476 

4.0e-51 

109 

on 
-/ \j 

(AJ000004) starch branching enzyme II, SBE-II [Solanum 
tuberosum] 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221033 

LIB3165-005-P1-K1-B11 

BLASTX 

g3036945 

449 

6.0e-45 

104 

90 

(AB012637) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

221034 

LIB3165-005-P1-K1-B12 

BLASTX 

gl352821 

488 

2.0e-49 

94 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose -bisphosphate carboxylase [Gossypium hirsutum] 

221035 

LIB3165-005-P1-K1-B3 

BLASTX 

g3023752 

298 

4.0e-27 
108 

59 - 

FERREDOXIN I 
f erredoxin-I 



PRECURSOR >gi_1418982_emb_CAA99756_ (Z75520) 
[Lycopersicon esculentum] 



31195 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221036 

LIB3165-005-P1-K1-B4 

BLASTX 

gl352821 

535 

7.0e-55 

102 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 

MPDT CT 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity ' 

NCBI Description 



221037 

LIB3165-005-P1-K1-B5 

BLASTX 

gl352821 

563 

4.0e-58 

108 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO. SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutuin] 

221038 

LIB3165-005-P1-K1-B6 

BLASTX 

g289920 

563 

3.0e-58 

104 

100 

-(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221039 

LIB3165-005-P1-K1-C10 

BLASTX 

g3785986 

162 

4-0e-ll 

78 
53 

(AC005560) RGA1 protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



221040 

LIB3165-005-P1-K1-C12 

BLASTX 

gl25578 

495 

4.0e-50 
128 



31196 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.4 

PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE) 
(PRK) >gi_167266 (M73707) phosphoribulokinase 
[Mesembryanthemum crystallinum] 



(PRKASE) 



221041 

LIB3165-005-P1-K1-C2 

BLASTX 

g3202030 

395 

2.0e-38 

126 

67 

(AF069318) geranylgeranyl hydrogenase [Mesembryanthemum 
crystallinum] 

221042 

LIB3165-005-P1-K1-C3 

BLASTX 

gl352821 

506 

2.0e-51 

96 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221043 

LIB3165-005-P1-K1-C4 

BLASTX 

g289920 

653 

1.0e-68 

122 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



221044 

LIB3165-005-P1-K1-C7 

BLASTX 

g505482 

472 

2.0e-47 

117 

83 

(X64349) 33 kDa polypeptide of water-oxidizing 
photosystem II [Nicotiana tabacum] 

221045 

LIB3165-005-P1-K1-C8 

BLASTX 

g289920 

577 



complex of 



31197 



E value 7.0e-60 

Match length 109 

% identity 98 

NCBI Description (L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

Seq. No. 221046 

Seq. ID LIB3165-005-P1-K1-C9 

Method BLASTX 

NCBI GI g289920 

BLAST score 674 

E value 4 . Oe-71 

Match length 128 

% identity 98 

NCBI Description (L07119) chlorophyll A/B..binding protein [Gossypium 
hirsutum] 

Seq. No. 221047 

Seq. ID LIB3165-O0S-P1-K1-D1 

Method BLASTN 

NCBI GI gl8058 

BLAST score 305 

E value 1.0e-171 

Match length. 34 4 ,. 

% identity " 97 

NCBI Description Citrus limon cistron for 26S ribosomal RNA 

Seq. No. 221048 

Seq. ID LIB3165-005-P1-K1-D10 

Method BLASTX 

NCBI GI g289920 

BLAST score 593 

E value 1.0e-61 

Match length 112 

% identity 97 

NCBI Description (L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

Seq. No. 221049 

Seq. ID LIB3165-005-P1-K1-D11 

Method BLASTX 

NCBI GI g4406530 

BLAST score 337 

E value 1.0e-31 

Match length 88 

% identity 78 

NCBI Description (AF126870) rubisco activase [Vigna radiata] 

Seq. No. 221050 

Seq. ID LIB3165-005-P1-K1-D4 

Method BLASTX 

NCBI GI gl00616 

BLAST score 437 

E value 2.0e-43 

Match length 117 

% identity 68 

NCBI Description ribulose-bisphosphate carboxylase activase B precursor 



31198 



barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 


221051 


Seq. ID 


LIB3165-005-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4454459 


BLAST qrorp 


552 


E value 


7.0e-57 


Match lencrth 


126 


% identity 


82 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 


O C • 1VU • 


221052 


Seq. ID 


LIB31 65-00 5-P1-K1-D9 


Mpt hnd 


BLASTX 

1111 * 1 X a i 


~T~ i , T 


n 4 v 1 0 Q 4 m 

Ult.XUv'i u 


.RT.A9T «5fT>TP 

'Dlinj J. o v_« w x c 


597 


R 1 up 

1—1 V Gi -i- ' 


4.0e-62 




115 


ft i Hpn t "i t v 


97 


NCBI Description 


(AF085275) DnaJ protein [Hevea brasiliensis] 


Qpn No 


221053 


Qpn TD 


LTB316S-005-P1-K1-E1 


Mpi +■ hnH 


RT.A^TN 

1_) XJ-TiO X LN 


NCBI GI 


g2687435 


RT.A^T c-rrirp 


74 


T* 1 tra 1 n ^ 

Xj V u X UC 


6 . 0e-34 


Match length 


82 


% identity 


98 


NCBI Description 


Hamamelis virginiana large subunit 26S ribosomal RNA 




partial sequence 


Seq, ..No. 


221054 


Seq. ID 


LIB3165-005-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


365 


E value 


5.0e-35 


Match length 


75 


% identity 


96 



NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



221055 

LIB3165-005-P1-K1-E11 

BLASTX 

g4406530 

330 

8.0e-31 
90 



31199 



% identity 

NCBI Description 



76 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 


221056 


Seq. ID 


LIB3165-005-P1-K1-E6 


Mpt" hod 


BLASTX 


NCBI GI 


a4539351 


BLAST score 


166 


E va 1 tip 

1—1 V uXUC 


1.0e-ll 


Mafph lpncrth 


59 


% identitv 


63 


NCBI Description 


(AL035539) putative protein [Arabidopsis thaliana] 


Seq. No. 


221057 


Seq. ID 


LIB31 65-00 5-P1-K1-E8 




BLASTX 


IN v^y LD X VJ J. 


al00200 


BLAST score 


419 


Hi ValUC 


3 . 0e— 4 1 


M^i'tT'hi 1 pnrrhh 

HQ LL>11 _L CI 1 y 1— 1 1 


112 


% identitv 


73 


NCBI Description 


chlorophyll a/b-binding protein type I precursor - tomato 


C ^ » 1 Ti \J . 


221058 


9prr TO 


LIR3165-005-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g267120 


BLAST score 


189 


R 1 hp 

X_j vox, u c 


2 . 0e-14 




83** 


% idpntitv 


54 


NPRT Dpcjrr'inl'inn 


THIOREDOXIN F-TYPE PRECURSOR (TRX-F) >ai 100070 oir S20929 








>gi 20907 emb CAA45098 (X63537) thioredoxin F [Pisum 




satTvum] >gi T388086 (U35830) thioredoxin f [Pisum sativum] 


Seq. No. 


221059 


Seq. ID 


LIB3165-005-P1-K1-F1 ; 


Mpt hod 


BLASTX 


NCBI GI 


a289920 




520 


E valup 


2 . 0e-53 




95 




99 


NCBI Description 


(L07119) chlorophyll A/B binding protein [Gossypium 




hirsutuml 


Seq. No. 


221060 


Seq. ID 


LIB3165-005-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3869088 


BLAST score 


639 


E value 


5.0e-67 


Match length 


126 


% identity 


98 


NCBI Description 


(AB019427) elongation factor-1 alpha [Nicotiana paniculata] 



31200 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221061 

LIB3165-005-P1-K1-F12 

BLASTX 

gl352821 

516 

1.0e-52 

100 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221062 

LIB3165-005-P1-K1-F2 

BLASTX 

g289920 

447 

1.0e-44 

121 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



221063 

LIB3165-005-P1-K1-F3 

BLASTX 

g417103 

355 

2.0e-56 

119 

99 

HI STONE H3.2, MINOR >gi_28287 l_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA'42958_ (X60429) ' 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3. 2 [Medicago. sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_40384 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4 4 90755_emb_CAB38 917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 

221064 

LIB3165-005-P1-K1-F4 

BLASTX 

g2760834 



31201 



BLAST score 


502 


E value 


5.0e-51 


Match length 


127 


% identity 


76 


NCBI Description 


(AC003105) putative 




thaliana] 



nitrate transporter [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221065 

LIB3165-005-P1-K1-F5 

BLASTX 

g2827715 

335 

2.0e-31 

79 
84 

(AL021684) receptor protein kinase - like protein 
[Arabidopsis thaliana] 



Q o /-f Kl 
iJC^ • IN \J • 




t n 

OcCj • ±u 


T TR?1 fi 1 ^ — DOS-Pi -K*\ -Ffi 


Mot" h aH 




IN \s D ± \J J. 




BLAST score 


358 


E value 


4.0e-34 


Match length 


94 


% identity 


80 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 


Seq. No. 


22106.7 


Seq. ID 


LIB3165-005-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2677828 


BLAST score 


370 


E value 


2.0e-35 


Match length 


101 


% identity 


67 


NCBI Description 


(U93166) cysteine protease [Prunus armeniaca] 


Seq. No. 


221068 


Seq. ID 


LIB3165-005-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


538 


E value 


3.0e-55 


Match length 


106 


% identity 


99 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ..ID 
Method 
NCBI GI 
BLAST score 



221069 

LIB3165-005-P1-K1-G2 

BLASTX 

gl353352 

322 



31202 



tr v d-L Lie 


7 Oe-30 


I v lclL.Oil XcIlLJUU 


ft7 


% laencity 


7 ^ 




fn'3197S} al ani np ami notran^f pra^p rr'hl amvdoniona^ 




von nha rHi" i i 1 
xcxiiiia.xviL.xx j 


O c q . IN (J . 


991 D70 


jc(^. X U 


T.TR*31 fiS-fiftS-PI -K"1 -ft4 

JjlDJiUJ UvJ t x rvj. oi 


Method 


BLASTX 


NCBI GI 


g3075488 


RT.EQT crnro 
DLinu 1 oLUlc 


^9S 


£ value 




Ma 4- /•> V-i 1 Qnrt"f~V^ 

rjatcn lengtii 


1 1 n 

X X U 


T> lUcllLlty 


SR 


N1PQT naopri t~\ +- ■! ^■p* 

INL*.DX uesciipLion 


fATTH^PTQ^^ r*Vi 1 nrnnh \/1 1 a /r~\ hi nHi nn nrnfei n rHrv7a Qai"! 

\ rtE u JO / 7o/ uiiiui vj^ny x J. a / lj uxiiuxnij piULCiu [ y ^ci oan vo 




221071 


Con T n 


T,TR?1 fiS-OnS-Pl -K1 -Clfi 
iiiDJioj \J\J*J c± rvx uu 


Method 


BLASTX 


NCBI GI 


gl67367 




6D7 


E value 


J . Uc DO 


ndtcn lenytn 


1 ^1 


x> luentity 


Q1 

_? X 


jnoox uescripLion 


IT H fi 1 Q Q \ r^QT*^vT/Haco rf^ncc \rr*\ n i inn h"i v - cii"t~iiTnl 
^XjUOX.7-7/ pcIOAlUdoc Lo(JOOy£>XU.Ill X1XX oU LLXlllJ 


Qort Mr% 
Dc(j ( IN (J . 


991 079 




T TR^I ^R-flfl^-Pl-K'l -CS7 
blDjlOJ UUJ tX rvx o/ 


Method 


BLASTX 


NCBI GI 


gll68411 


D T ACT 1 cp^TQ 


J4 J 


£j value 


O no-^^ 
O ■ Uc J J 


\A — \ 4- /—* \-\ 1 « t-i +-. Vi 

i v Jatcn lengun 


ft Q 


o XUC11L J. Ljr 


81 


LN^DX UcSCliptlOn 


" TTRnPTOCip-RT ^PHO^PHATF AT.nDT A^V rHT.nROPT.A^T PRPPTIR90R 


Cpn Mo 


991 07*3 


Qorr T H 
w>eq XL> 


LiDjlDJ UUJ ITX l\X 


Method 


BLASTX 


NCBI GI 


g.1352.821 \ 


BLAST score 


324 


E value 


2.0e-30 


Match length 


63 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 221074 

Seq. ID LIB3165-005-P1-K1-H1 

Method BLASTX 

NCBI GI g2829916 

BLAST score 267 

E value 2.0e-23 

Match length 55 



31203 



% identity 

NCBI Description 



85 

(AC002291) Unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221075 

LIB3165-005-P1-K1-H10 

BLASTX 

g2811025 

318 

2.0e-29 

98 

67 

ASPARTIC PROTEINASE PRECURSOR >gi_194 4181_dbj_BAA19607_ 
(AB002695) aspartic endopeptidase [Cucurbita pepo] 



Seq. No. 


221076 


Seq. ID 


LIB3165-005-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


306 


E value 


5.0e-28 


Match length 


85 


% identity 


74 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq-. No . 


221077 


Seq. ID 


LIB3165-005-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g3738295 


BLAST score 


282 


E value 


3.0e-25 


Match length 


119 


% identity 


54 


NCBI Description 


(AC005309) unknown protein [Arabidopsis thaliana] 



Seq. No. 221078 

Seq. ID LIB3165-005-P1-K1-H5 

Method I" BLASTX 

NCBI. GI g4210948 

BLAST score 416 

E value 6. 0e-41 

Match length 83 

% identity 96 

NCBI Description (AF085275) DnaJ protein [Hevea brasiliensis] 

Seq. No. 221079 

Seq. ID LIB3165-005-P1-K1-H6 

Method BLASTX 

NCBI' GI g551047 

BLAST score 364 

E value 4 . Oe-35 

Match length 93 

% identity 7 6 

NCBI Description (X79277) type II LHCI [Lolium temulentum] 



Seq. No. 221080 

Seq. ID LIB3165-005-P1-K1-H7 

Method BLASTX 



.31204 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3158476 
547 

3.0e-56 

120 

87 

(AF067185) aquaporin 2 [Samanea saman] 
221081 

LIB3165-006-P1-K1-A10 

BLASTX 

gl084372 

637 

7.0e-67 

126 

96 

glyceraldehyde-3-phosphate dehydrogenase 
1.2,1.9) - garden pea 



(NADP+) (EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI , 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI _ Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221082 

LIB3165-006-P1-K1-A11 

BLASTX 

g2239089 

223 

3.0e-18 

108 

40 

(Z84386) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] >gi_3288180_emb_CAB114 66_ (Z98758) 
anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 

221083 

LIB3165-006-P1-K1-A12 

BLASTX 

g3882081 

579 

,5.06-60 K 

120 

37 

(AJ012552) polyubiquitin [Vicia faba] 
221084 

LIB3165-006-P1-K1-A2 

BLASTX 

gl353352 

196 

3.0e-15 

53 

74 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



221085 

LIB3165-006-P1-K1-A6 

BLASTX 

gl36707 

415 



31205 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score * 

E value 

Match length 

% identity 

NCBI Description 



8.0e-41 

116 

70 

CYTOCHROME B6-F COMPLEX IRON-SULFUR SUBUNIT PRECURSOR 

{RIESKE IRON-SULFUR PROTEIN) (RISP) >gi_280397_pir S26199 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
iron-sulfur protein precursor - garden pea 
>gi_20832_emb_CAA45151_ (X63605) chloroplast Rieske FeS 
protein [Pisum sativum] 

221086 

LIB3165-006-P1-K1-B11 

BLASTX 

gll5765 

394 

2.0e-38 

92 

77 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 

Seq; ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



221087 

LIB3165-006-P1-K1-B12 

BLASTX 

g4406530 

280 

5.0e-25 

101 

61 

(AF126870) rubisco activase [Vigna radiata] 
221088 

LIB3165-006-P1-K1-B2 • 

BLASTX 

gl657617 

334 

3.0e-31 

82 
77 

(U72503) G2p [Arabidopsis thaliana] >gi_3068707 (AF049236) 
putative nuclear DNA-binding protejLn G2p [Arabidopsis 
thaliana] 

221089 

LIB3165-006-P1-K1-B3 

BLASTX 

g3822036 

215 

2.0e-17 
110 

4 6 , 



31206 



NCBI Description 



(AF072326) endo-1 , 3-1 , 4-beta-D-glucanase [Zea mays] 



Seq. No. 


221090 


Seq. ID 


LIB3165-006-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl928981 


BLAST score 


485 


E value 


5.0e-49 


Match length 


107 


% identity 


89 


NCBI Description 


(U92651) tonoplast intrinsic protein bobTIP26 




oleracea var. botrytis] 


Seq. No. 


221091 


Seq. ID 


LIB31 65-00 6-P1-K1-B6 


Methbd 


BLASTX 


NCBI GI 


g2529342 


BLAST score 


237 


E value 


1 . Oe-22 


Match length 


100 


% identity 


58 


NCBI Description 


(L76554) transketolase [Spinacia oleracea] 


Seq. No. 


221092 . 


Seq. ID 


LIB3165-006-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g4406814 


BLAST score 


303 


E value 


1.0e-27 


Match length 


75 


% identity 


77 


NCBI Description 


(AC006201) putative peptidyl— prolyl isoiuerase 




thaliana] 


Seq. No. 


221093 


Seq. ID 


LIB3165-006-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


gl21080 


BLAST score 


496 


E value 


3.0e-50 


Match length 


115 


% identity 


83 



NCBI Description 



GLYCINE CLEAVAGE 
>gi_1070638_pir_ 



SYSTEM H PROTEIN PRECURSOR 
GCPMH glycine cleavage system protein H 
precursor - garden pea >gi_207 37_emb_CAA45978_ (X64726) H 
protein [Pisum sativum] >gi_169093 (J05164) H-protein of 
glycine decarboxylase precursor (EC 2.1.2.10) [Pisum 
sativum] >gi_287815_emb_CAA37704_ (X53656) H-protein [Pisum 
sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



221094 

LIB3165-006-P1-K1-C11 

BLASTN 

g602358 

35 

3.0e-10 
75 



31207 



% identity 

NCBI Description 



"■87 

P. sativum mRNA for "type II chlorophyll a/b binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221095 

LIB3165-006-P1-K1-C2 

BLASTX 

g2911085 

328 

1.0e-30 

118 

62 

(AL021960) photosystem II oxygen-evolving complex protein 3 

- like [Arabidopsis thaliana] >gi_34 0274 8_emb_CAA20194 . 1_ 
(AL031187) photosystem II oxygen-evolving complex protein 3 

- like [Arabidopsis thaliana] 

221096 

LIB3165-006-P1-K1-C6 

BLASTX 

gll5765 

248 

3.0e-21 

74 

66 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221097 

LIB3165-006-P1-K1-C9 

BLASTX 

g2369714 

565 

2.0e-58 

118 - - 

88 

(Z97178) elongation factor 2 [Beta vulgaris] 
221098 

LIB3165-006-P1-K1-D2 

BLASTX 

gll5765 

528 

5.0e-54 

123 

49 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 
protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 



31208 



chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221099 

LIB3165-006-P1-K1-D3 

BLASTX 

gll72664 

190 

2.0e-14 

41 

90 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_4 197 91_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_2984 82_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



221100 

LIB3165-006-P1-K1-D4 

BLASTN 

g4545261 

331 ^ 

0.0e+00 

375 

97 

Gossypium hirsutum metallothionein-like protein mRNA, 
complete cds 

221101 

LIB3165-006-P1-K1-D6 

BLASTX 

g3894183 

168 

7.0e-12 

107 
39 

(AC005662) calmodulin-like protein [Arabidopsis thaliana] 
221102 

LIB3165-006-P1-K1-D7 

BLASTX 

gl709651 

364 

6.0e-35 

97 

71 

PLASTOCYANIN A 
plastocyanin a precursor 
>gi_929813_emb_CAA90564_ 
nigra] 



PRECURSOR >gi_21174 31_pir S58209 

- black poplar 
(Z50185) plastocyanin a 



[Populus 



221103 

LIB3165-006-P1-K1-E10 

BLASTX 

gl362086 



31209 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



632 

3.0e-66 

122 

97 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_88 6471_emb_CAA58474_ (X834.99) methionine synthase 
[Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221104 

LIB3165-006-P1-K1-E11 

BLASTX 

g549063 

321 

8.0e-30 

102 

63 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221105 

LIB3165-006-P1-K1-E2 

BLASTX 

g2511691 

385 

2.0e-37 

119 

64 

(Z99953) cysteine proteinase precursor [Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221106 

LIB3165-006-P1-K1-E3 

BLASTX 

gl67097 

610 - 

1.0e-63 

126 

92 

(M5544 9) ribulose 1, 5-bisphosphate carboxylase activase 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221107 , v , 

LIB3165-006-P1-K1-E4 

BLASTX 

gll68411 

292 

2.0e-26 

92 

72 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 



Seq. No. 



221108 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-006-P1-K1-E8 

BLASTX 

g3914136 

240 

3.0e-20 

107 

45 

NONSPECIFIC LIPID- TRANSFER PROTEIN PRECURSOR (LTP) 
>gi_2632171_emb_CAA05771_ (AJ002958) lipid transfer protein 
[Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221109 

LIB3165-006-P1-K1-E9 

BLASTX 

gl619602 

314 

5.0e-29 

90 

61 

(Y08726) MtN3 [Medicago truncatula] 



Seq. No. 

Seq. ID 

Method. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221110 

LIB3165-006-P1-K1-F1 

BLASTX 

g3928543 

387 

2.0e-37 

103 

66 

(AB016819) 
thaliana] 



UDP-glucose glucosyltransferase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity _ 

NCBI Description 



221111 

LIB3165-006-P1-K1-F12 

BLASTX 

gl352821 

4 68 

5.0e-47 

91 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221112 

LIB3165-006-P1-K1-F2 

BLASTX 

g3928089 

358 

4 .Oe-34 

116 

65 

(AC005770) 



putative osr40 [Arabidopsis thaliana] 



Seq. No. 



221113 



31211 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-006-P1-K1-F4 

BLASTX 

gl352821 

510 

6.0e-52 

98 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221114 

LIB3165-006-P1-K1-F5 

BLASTX 

gl771778 

551 

9.0e-57 

127 

79 

(X99320) 23 kDa oxygen evolving protein of photosystem II 
[Solanum tuberosum] 



Seq., No. 

Seq^ ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



'221115 

LIB3165-006-P1-K1-F9 

BLASTX 

g4406530 

311 

1.0e-28 

85 

75 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221116 

LIB31 65-00 6-P1-K1-G1 

BLASTX 

g231610 

167 

1.0e-ll 

67 

54 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221117 

LIB3165-006-P1-K1-G11 

BLASTX 

g2935298 

328 

1.0e-30 

98 

66 

(AF038045) 3-hydroxy-3-methylglutaryl-coenzyme A reductase 



31212 



1 [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221118 

LIB3165-006-P1-K1-G12 

BLASTX 

g231610 

274 

3.0e-24 

101 

60 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221119 

LIB3165-006-P1-K1-G4 

BLASTX 

gl00203 

361 

2.0e-34 
91 . 
77 

cysteine, proteinase (EC 
>gi . 19195 emb CAA78403 



3.4.22.-) precursor - tomato 
( Z14028 ) pre-pro-cysteine 



proteinase [Lycbpersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221120 

LIB3165-006-P1-K1-G5 

BLASTX 

g445116 

571 

4.0e-59 

122 

89 

light-harvesting complex Ila protein; [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221121 

LIB3165-006-P1-K1-G6 - 

BLASTX 

g430947 

589 

3.0e-61 

123 

88 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



221122 

LIB3165-006-P1-K1-G7 

BLASTX 

g3033513 

380 

1.0e-36 

109 

70 



31213 



NCBI Description 



(AF041068) rubisco activase [Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221123 

LIB3165-006-P1-K1-G8 

BLASTX 

g585322 

151 

7.0e-10 

58 

45 

INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE PHOSPHO-HYDROLASE) 

(PPASE) >gi_539751_pir A45153 inorganic pyrophosphatase 

(EC 3.6.1.1) - bovine 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method <r- 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221124 

LIB3165-006-P1-K1-H1 

BLASTX 

g4512667 

550 

1.0e-56 

127 

79 

(AC006931) putative MAP kinase [Arabidopsis thaliana] 
221125 

LIB3165-006-P1-K1-H11 

BLASTX 

g4406530 

317 

3.0e-29 

109 

62 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 
Seq. ID 
.Method 
'NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



221126 

LIB3165-006-P1-K1-H3 

BLASTX 

g3582333 

466 

9.0e-47 

119 

76 

(AC005496) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221127 

LIB3165-006-P1-K1-H5 

BLASTX 

gl352821 

468 

6.0e-47 

91 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypiuin hirsutum] 



31214 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221128 

LIB3165-006-P1-K1-H6 

BLASTX 

gl31385 

512 

3.0e-52 

128 

81 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (0EE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match- length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221129 

LIB3165-006-P1-K1-H8 

BLASTX 

g2244811 

226 

1.0e-18 

107 

56 

(Z97336) unnamed protein product [Arabidopsis thaliana] 



221130 

LIB3165-006-P1-K1-H9 

BLASTX 

gl00200 

345 

1.0e-32 

98 
68 

chlorophyll a/b-binding protein type I precursor 



- tomato 



221131 

LIB3165-006-P1-K2-A10 
BLASTX 

g!084372 * 
741 

7.0e-79 

14 5- 

97 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
1.2.1.9) - garden pea 



(EC 



221132 

LIB3165-006-P1-K2-A11 

,BLASTX 

g2239089 

293 

3.0e-26 

137 

41 

(Z84 386) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] >gi_3288180_emb_CAB114 66_ (Z98758) 
anthranilate N-hydroxycinnamoyl /benzoyl transferase 
[ Dianthus caryophyl lus ] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221133 

LIB3165-006-P1-K2-A12 

BLASTX 

gl076708 

669 

2.0e-70 

138 

27 

seed tetraubiquitin - common sunflower 

>gi_303901_dbj_BAA03764_ (D16248) ubiquitin [Glycine max] 
>gi_456714_dbj_BAA05670_ (D28123) Ubiquitin [Glycine max] 
>gi_556688_emb_CAA84440_ (Z34988) seed tetraubiquitin 
[Helianthus annuus] >gi_994785_dbj_BAA05085_ (D26092) 
Ubiquitin [Glycine max] >gi_4263514_gb_AAD15340_ (AC004044) 
putative polyubiquitin [Arabidopsis thaliana] 

>gi_1096513_prf 2111434A tetraubiquitin [Helianthus 

annuus] 



Seq. No. 


221134 


Seq. ID 


LIB3165-006-P1-K2-A3 


Method 


BLASTN 


NCBI GI 


gl498381 


BLAST score 


37 


E value 


7.0e-12 


Match length 


68 


% identity 


90 


NCBI Description 


Zea mays actin (Maz95) gene, 


Seq. No. 


221135 


Seq. ID 


LIB3165-006-P1-K2-A6 


Method 


BLASTX 


NCBI GI 


gl36707 


BLAST score 


651 


E value 


3.0e-68 


Match length 


162 


% identity 


.75. 


NCBI Description 


CYTOCHROME B6-F COMPLEX IRON- 




(RIESKE IRON-SULFUR PROTEIN) 



plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
iron-sulfur protein precursor - garden pea 
>gi_20832_emb_CAA45151__ (X63605) chloroplast Rieske FeS 
protein [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221136 

LIB3165-006-P1-K2-A9 

BLASTX 

gl21344 

259 

2.0e-22 

87 

57 

GLUTAMINE SYNTHETASE LEAF ISOZYME PRECURSOR 
(GLUTAMATE- AMMONIA LIGASE) * (CHLOROPLAST GS2) 

>gi_68597_pir AJPMQ2 glutamate--ammonia ligase (EC 

6.3.1.2) delta precursor, chloroplast - garden pea 
>gi_169059 (M20664) glutamine synthetase (chloroplast GS2) 
(EC 6.3.1.2) [Pisum sativum] 
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Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



BETA SUBUNIT (TCP-1-BETA) - (CCT-BETA) 
CCT-2 [Caenorhabditis elegans] 



221137 

LIB3165-006-P1-K2-B1 
BLASTX 
gl351208 
175 

6.0e-13 
61 
67 

T-COMPLEX PROTEIN 1, 
>gi_1046266 (U25632) 

221138 

LIB3165-006-P1-K2-B11 

BLASTX 

gll5765 

809 

1.0e-86 

174 
83 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] ■ 

221139 

LIB3165-006-P1-K2-B12 

BLASTX 

g3914605 

354 

4.0e-43 

156 

64 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1930_pir S39551 

_ribulose-l, 5-bisphosphate carboxylase/oxygenase activase - 
apple tree >gi^415852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestical 

221140 

LIB3165-006-P1-K2-B4 

BLASTX 

gl928981 

858 

2.0e-92 

189 

91 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var . . botrytis] 

221141 

LIB3165-006-P1-K2-B7 
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Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl657617 

600 

3.0e-62 

138 

82 

(U72503) G2p [Arabidopsis thaliana] >gi_3068707 (AF049236) 
putative nuclear DNA-binding protein G2p [Arabidopsis 
thaliana] 

221142 

LIB3165-006-P1-K2-B8 

BLASTX 

g3822036 

286 

2.0e-25 

157 

42 

(AF072326) endo-1, 3-1 , 4-beta-D-glucanase [Zea mays] 
221143 

LIB3165-006-P1-K2-B9 

BLASTX 

g4406814 

303 

8.0e-43 

115 

79 

(AC006201) putative peptidyl-prolyl isomerase [Arabidopsis 
thaliana] 

221144 

LIB3165-006-P1-K2-C10 

BLASTX 

g542100 

723 

1.0e-76 

165 

84 

H-protein - Flaveria pringlei >gi_2147453_pir S60195 

H-protein precursor (clone HFC1) - Flaveria cronquistii 
>gi_437993_emb_CAA81073_ (Z25854) H-protein [Flaveria 
cronquistii] >gi_4 37999_emb_CAA81074_ (Z25855) H-protein 
[Flaveria pringlei] >gi_3688299_emb_CAB16912_ (Z99763) 
H-protein [Flaveria pringlei] 

221145 

LIB3165-006-P1-K2-C11 

BLASTX 

gll5765 

681 

9.0e-72 

153 

53 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE'- II PRECURSOR 
(CAB-7) >gi 100201 pir S07408 chlorophyll a/b-binding 
protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq.- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 

221146 

LIB3165-006-P1-K2-C7 

BLASTX 

gl31397 

441 

1.0e-43 

172 

57 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi^755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 

221147 

LIB3165-006-P1-K2-C8 

BLASTX 

gl352821 

304 

5.0e-28 

61 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221148 

LIB3165-006-P1-K2-D2 

BLASTX 

gll5765 

712 

2.0e-75 

162 

55 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 
Method 



221149 

LIB3165-006-P1-K2-D4 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4545261 
150 

8.0e-79 

200 

95 

Gossypium hirsutum metallothionein-like protein mRNA, 
complete cols 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221150 

LIB3165-006-P1-K2-D6 

BLASTX 

g3894183 

309 

4.0e-28 

170 

30 

(AC005662) calmodulin- like protein [Arabidopsis thaliana] 



oeq. lmO. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E yalue 

Match length 

% identity 

NCBI Description 



LIB3165-006-P1-K2-D7 
BLASTX 
£1709651 
"515 

3.0e-52 
132 
73 

PLASTOCYANIN A 
plastocyanin a 
>g i_9 2 981 3_emb_CAA9 0564 
nigra] 



PRECURSOR >gi_2117431_pir S58209 

precursor - black poplar 

(Z50185) plastocyanin a 



[Populus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221152 

LIB3165-006-P1-K2-E10 

BLASTX 

g974782 

960 

1.0e-104 

18 8 . 
96 

(Z4 9150) cobalamine-independent methionine synthase 
[Solenostemon scutellarioides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221153 

LIB3165-006-P1-K2-E11 

BLASTX 

g4193388 

529 

5.0e-5'3 

147 

73 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



221154 • 

LIB3165-006-P1-K2-E2 

BLASTX 

g2511691 
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oLtHo i score 




E value 


o . ue / o 


Match length 


1 Q*} 


B laenclLy 




NUtsx Description 


cysteine proteinase piccursor l riiaacuiuo vuiydiia 


oecj . wo . 


991 1 


beg. ID 


XiXDO 1 Dj~UU D~r X - J\Z — LJ 


Method 


DT n O TV 


NCBI GI 


gzoboy 6 


BLAST score 


coo 


E value 


x . ue— 0.5 


Match length 


103 


% identity 


94 


nldi uescripLion 


rtdmt nor RTopunciPHATF rARROXYT.A^F /OX YGFNA^F APTTVA^F. 


DDirrriDcr^D /DnHTQPO APTTVAQF^ ^rr-i ^9941£ ni r Q9ft1"79 




riDUlOSc UlSpnOSpnatc CaiDOXyXaSc aUtlvaoc LULUIlUJcI 




-^gi io t Ori eniD ^,r)Lrt4 / \AO f u / 4 / X UJJloOU auLlVaac [ Will J. o 




sat ivus ] 


beg. no. 


991 1 ^£ 
X X 0 D 


beg. xu 


T TR*31 ^R — fin^ — Pi — K9-F4 


Method 


BLASTX 


NCBI GI 


gll68411 


nLiAb i score 




E value 


Z . Ue-DD 


Match length 


1 Cl 

lo / 


% identity 


ft 9 


NLbi Description 


U , Dr7r ,r PPiCir_l3 T C DUnC DUaTTT AT nOT AQTr PUT nRnPT ZiQT PRFPHRQriR 
r KULlUoL dx ornUornni.D fill DtJ XjHoiIj t \^ti\j\Jt\\Ji: ixrt.o l x7i^£jk-.urvovjr\ 


beg. wo . 


991 1 ^7 
Z Z X X 3 / 


Seg. ID 


T TD"51 CC nflC-D1 _VO_TTQ 

LloJl Dj~UUD rl l\4 by 


Method 


BLASTX 


NCBI GI 


g3747111 


bjjAb i score 


1 Q7 

x y / 


E value 


z . ue - io 


Matcn lengtn 


0 / 


3- "l /"I ^ 4" t f 

$ lueniiuy 




NCBI Description 


tAruyob4X; MiNo nomoxog LAraoiaopsis unaxianaj 


beg. .jno. 


991 1 ^fl 
JO 


beq. id 


XiXDO iDj UUb rl r\Z r X 






NCBI GI 


g3928543 


BLAST score 


534 


Hi vaiue 


z . ue o fi 


Match length 


X DO 


% identity 


D 1 


nldi Description 


\nDUlD01"/ \J\Jc ylUCOSe yiULUoyilxallslcIaoc [nxajjxuupoxo 




thaliana ] 


Seg. No. 


221159 


Seg. ID 


LIB3165-006-P1-K2-F10 


Method 


BLASTX 


NCBI GI 


g3894183 


BLAST score 


314 


E value 


1.0e-28 
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Match length 

% identity 

NCBI Description 



191 
29 

(AC005662) calmodulin-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221160 

LIB3165-006-P1-K2-F12 

BLASTX 

gl352821 

858 

2.0e-92 

163 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


221161 


Seq. ID 


LIB3165-006-P1-K2-F2 


Method 


BLASTX 


NCBI GI 


g3928089 


BLAST., score 


358 


E value 


5.0e-34 


Match length 


116 


% identity 


65 


NCBI Description 


(AC005770) putative osr40 [Arabidopsis thaliana] 


Seq. No. 


221162 


Seq. ID 


LIB3165-006-P1-K2-F4 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


848 


E value • 


3.0e-91 


Match length 


162 


% identity 


96 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221163 

LIB3165-006-P1-K2-F5 

BLASTX 

gl771778 

824 

2.0e-88 

183 

83 

(X99320) 23 kDa oxygen evolving protein of photosystem II 
[Solanum tuberosum] 



Seq. No. 221164 

Seq.* ID LIB3165-006-P1-K2-F9 

Method BLASTX 

NCBI GI g4406530 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



484 

1.0e-48 

132 
75 

(AF126870) rubisco activase [Vigna radiata] 
221165 

LIB3165-006-P1-K2-G11 

BLASTX 

g2935298 

415 

1.0e-40 

132 

64 

(AF038045) 3-hydroxy-3-methylglutaryl-coenzyme A reductase 
1 [Gossypium hirsutum] 

221166 

LIB3165-006-F1-K2-G12 

BLASTX 

g231610 

48 9 

3.0e-49 

152 

68 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880 _j>ir PWNTG H+-transporting ATP synthase " (EC 

3.6.1.34) gamma chain precursor, ehloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana . tabacum] 



Seq. No. 


221167 


Seq. ID 


LIB3165-006-P1-K2-G3 


Method 


BLASTX 


NCBI GI 


g2511693 


BLAST score 


481 


E value 


3.0e-48 


Match length 


156 


% identity 


63 


NCBI Description 


(Z99954) cysteine proteinase 


Seq. No. 


221168 


Seq. ID 


LIB3165-006-P1-K2-G4 


Method 


BLASTX 


NCBI GI 


g2511691 


BLAST score 


521 


E value 


4.0e-63 


Match length 


154 


% identity 


78 


NCBI Description 


(Z99953) cysteine proteinase 


Seq. No. 


221169 


Seq. ID 


LIB3165-006-P1-K2-G5 


Method 


BLASTX 


NCBI GI 


g445116 


BLAST score 


947 


E value 


1.0e-103 
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Maf 1 o n ft t" Vi 


1 

j. j j 


ft i Heni" "i 


92 


KIPRT necrri nt" *i on 


1 i nhf -ha ruocf "i no oomol o v TTa OT'ofoin* r HnrHonm un 1 rra y*o 1 

X Xy 11 L. i 1 Cl X VCO LlllLj LUllLjJi.CA 11a k/1 U LCX11 ^ [ UUX LiC lii.ll V Li X y Cl X C J 


Qprr Mr) 


221170 


Seq. ID 


LIB31 65-00 6-P1-K2-G7 


Method 


BLASTX 


NCBI GI 


g4406530 




661 


P xra 1 1 1 o 

Hi V Cl -L UC 




LMdLL- 11 XGliyL.il 


1 69 


« XLlCilL.XL._y 


□ c. 


MPRT rioGrri of -i on 
LNLvDX UcoLIipLXUll 


9fifi7D^ t*iio"iqoo ari"i uaco \\7 \ rrn a t^Hi afa 1 

^ t\Z 1. £.\J\J 1 \J ) X LiUX ALU aLLl VCtOC |_ V X y 1 1G XClLiXClL.GLJ 


Qp/-r Ma 
OCU • IN U • 


221171 


Seq. ID 


LIB31 65-00 6-P1-K2-G8 


IV/f 4— l-i /"i/"! 
LYlcI-iiOCl 


DXirlO 1 A. 


IN EJ X ul 


a585322 


rtT unm _ - - - 


283 


E value 


4.0e-25 


net L.L-I1 lCllLj Lll 


ill 

XXX 




O x 


M f" 1 0 T" T*\ ^ o /"< t* t r~\ 4~ n r*i 

LN^ox L/cSClipLlOn 


TMORflAKITP PYROPHnQPH ATA^R / PYRDPHD^ PH ATF PHn^PHH— HYHROT aQr' 
X LM VJixoriiN X it 1 L\\Jt. il\JO tr nO-j \ It I ixWir ilL^o IT Jirll Hi It liLyO n n\J n 1 UlAvlinOL- 




/ P p 7\ C u 1 ^ "so i R ^ Q ^ R "1 oit" Z\ 4 S 1 R ^ "inoT*oanio nurnnhnenh afacD 

\J.Cr\\jiLi) /Ljl *J J ' Jl JJ11 nl J1J J X11LJX y ClilX O Ljy X wLJi 1WO jL^l la L.CI O C 




/ rp "3 c 1 1 T _ KnvTnp 

\ HjL_- J . U ■ 1 • 1 J UU V lUc 


9 APT WO 


221172 


q pn t n 


T TR^I fiS-Hnfi-PI -K9-H1 
jjidjxuj ecu n Ji x 


Method 


BLASTX 


NCBI GI 


g4512667 


DLulO 1 OLUi.C 


7 sn 


I* 1 tra 1 no 
Hi v a X Lit: 


f ■ UC O LV 


WaLCll XcliyLIl 


1 7 6 
1/0 


9t i Honf" "i i" u 
^ X UCi 1 L. x l. y 


7fi 


MPUT P^_ae/^VT y\\~ i on 
INL,DX UcbL-I lpLlUIl 


/ 2\pnn^Q^1 \ ni if af "l MAP -rinsao fZlraKi Hooc ic fhal 1 anal 
\nL/UUu?s)l j JJULdLl vc Vlr\C JS.Xiia.oC [r^I. aL^XLiLJLJcD X 0 LUallalla J 


Q,arr Mo 


221173 


Spa ID 


LIB31 65-00 6-P1-K2-H 10 


Method 


BLASTX 


NCBI GI 


g286001 


RT.A^T qtotp 

DliAJ 1 OOLJXG 


1 Q4 


TT ua 1 no 
Hi v a x Lie 


1 np-i 4 

X ■ VJ C X *± 


ITJaLLU 1C11LJ Lll 


X *i _7 






LNLD1 UcoUi XJJLlUll 


\ Ul JOjU / ivlnnUUU J |_ iiL^illvJ odJLJXCilo J 


Qprf Nn 

k_> C y • IN \J ■ 


221174 


OCtj. XL/ 


ttd-ji fiS-DDfi-Pl -PC9-H1 1 

LllDJiUJ \J \J \J IT X nxx 


Mof h oH 


DlinO 1 _\ 


MPDT OT 
IN D X \J X 


LJJ^140UJ 


BLAST score 


507 


E value 


3.0e-51 


Match length 


155 


% identity ■ 


65 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 




PRECURSOR (RUBISCO ACTIVASE) >gi_54 1930_pir S39551 




ribulose-1, 5-bisphosphate carboxylase/oxygenase activase - 



31224 



apple tree >gi_415852_emb_CAA7 9857_ (Z21794) 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 

[Malus domestica] 



Seq. No. 


221175 


Seq. ID 


LIB31 65-00 6-P1-K2-H2 


Mpt* hnH 

L "JC LliU \jL 


BLASTX 


NCRT GT 


a3482918 


BLAST score 


146 


i_ i v a j. uc 


3. Oe-18 




108 


% idpntitv 


59 


NCBI DescriDtion 


(AC003970) Similar to ATP-citrate-lyase [Arabidopsis 




thaliana] 




221176 


OCv^ i J. L/ 


LIB3165-00 6-P1-K2-H3 




RT.A9TX 


NPoT GI 


a 3 58 2 33 3 

-J 


Oliriu 1 ooUiC 


820 


ill vai UC 


5 Op-88 


Ma 1 - cY\ 1 pnerth 


175 


9s "irlpn't"i'l~\/ 


86 


NCBI Description 


(AC005496) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


221177 


Seq. ID 


LIB3165-006-P1-K2-H5 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


837 


E value 


5.0e-90 


Match length 


159 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT) >gi_27958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
s ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221178 

LIB3165-006-P1-K2-H6 

BLASTX 

gl00454 

603 

9.0e-63 

144 

84 

photosystem II oxygen-evolving complex protein 1 - potato 
>gi_809113_emb_CAA35601_ (X17578) 33kDa precursor protein 
of oxygen-evolving complex [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



221179 

LIB3165-006-P1-K2-H7 

BLASTX 

g4103635 

321 

2.0e-29 
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Mat* oh 1 onn^h 
net tun iciiy uii 


1 4 9 


ft i Henhi 


SO 


MTRT Ho cpri r^t" t on 


/ AR09^R^P \ J\R31-i*ftenrtnci uo nrnfoi t~> f HrtrHoum T7iil /t a t~ o 1 
\nJ.UtUJJO/ t\at\ icopuiijl vc ^liULcill [nuiucuill v uiyaic J 


Sea No 


221180 


Sea ID 


LIB3165-006-P1-K2-H8 


Method 


BLASTX 


NCBI GI 


g2244811 


RT.A^IT cir-or^ 


238 


IT Tra 1 no 

Hi VOX LlG 


U i UC £.\J 


L v Jaiui XeliyL.il 


x c. y 


% identity 


51 


NIP R T Plo onri r^+" "i An 


/7Q7X^n\ nnn a tt> o (H y-\ rnt" d i n t^t~o^i i /~» +~ f 7i i^aKi Hrtnc i o 4~ Vi a 1 i 2 n a 1 
\ij J f JJO/ LLi. 11 IdillCLl X <«J L. C X 11 £JX vJULlL* L, [ rtX CliJ X LHJ L>> O X O L-lldXXdildJ 




221181 




T.TR^I fiS-nOfi-Pl -K?-HQ 

iilD J 1 U J UUU JT X 117 


Method 


BLASTX 


NCBI GI 


gl00200 


*i T Za " C : "i : c f"\ T™ 

OJjnO J. oL-LJXc 


£ 4 


Cj VdlUc 


J • Uc DO 


Maf ~\ n't - V*i 

L v Ja.L.cn xeiiyi-ii 


1 S9 


9c i Hon ■(" i "t - \/ 


64 


UcbLIljyLlUIl 


LI11UI L/LJIiy XX d/ U JJXllLlXIlLj LlIULclIl Lype X pXcLUI oOI L.OlllciL.(J 




221182 


OCLJ ■ X U 


t tr^i fi^— nn^-Pi -k^-ai n 

JjIDJIOJ U \J \j IT X M.X U 


Mo "1" V\ /™\ W 


RT A^TY 


\TPRT CT 




RT.A9T cjporp 


745 


R T73 1 HO 

£j vai Lie 


'4 f)p-7Q 


Ma1"ph 1 pnnhh 

i la L L>1 1 XC11U Lll 


204 


% identity 


72 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 




PRRPHR^DR fRnRT^PO APTTVA^R^ >rH C \A'\ Q^Cl ni r ^^Q^SI 




ri Kn 1 /^cd — 1 ^ _ y~\ -J o ^ o t~i 3 "t~ o p a yK /-•> v \ / 1 ^ o o / Av\/rfO na oq -\ -f- ■! tttioq 
ilUlilUoc ±f J JJX o^JI lUo Lillet Lc LalUUAyiaoc / UAyycIlait; dLLl vaoc 




a|J|Jlc Lice 1 41 JO J£. trilLU Lnn / ?o J ' \ 1 / ?4 J 




iiuuiDoc if ^ Jkjx o^Ji lkj o^i ici uc LctLJjUAy ±doc/ UAyyciidoc; aLLi vaoc 




L L id X U o LILJillC o U X L*Cl J ' 


O C • 1NU • 


221183 


OCv^« X U 


T.TR^I fiS-finfi-PI -K^-A1 1 

IllDJl VJ UUO IT X i\ J rtX X 


1. JC L.11LJL1 


Dlinu X /\ 


NPRT P,T 

L\L-D1 OX 


ni 91 "34 4 
yi£i j4 4 


BLAST scorp 


248 


R Vr5 1 llf^ 

1-J V GL _l_ LA \^ 


3 . Oe-21 


Msfrh 1 pnnth 

LIU LUfll J- L^l 1U U i 1 


87 


% identity 


59 


NCBI Description 


GLUTAMINE SYNTHETASE LEAF ISOZYME PRECURSOR 




f ftTITTAMATR-AMMONITA T,Tf^A9R^ t rHT.DRDPT.A9T Cl < Z f ? ) 




x 00 / ljxx rt.uirr'Jv^. yxu.LdiiidL.ti diLLiuvjiiXd xxydoc \ 




D.j.i.z; aeiia precursor^ cnxoropiasu cjsraen P®^ 




>gi_169059 (M20664) glutamine synthetase (chloroplast GS2; 




(EC 6.3.1.2) [Pisum sativum] 


Seq. No. 


221184 


Seq. ID 


LIB3165-006-P1-K3-A12 


Method 


BLASTX 



31226 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl084372 
952 

1.0e-103 

208 

88 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
1.2.1.9) - garden pea 

221185 

LIB3165-006-P1-K3-A2 

BLASTX 

gl353352 

424 

1.0e-41 

121 

71 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



(EC 



Seq. No. 


221186 


Seq. ID 


LIB3165-006-P1-K3-A3 


Method 


BLASTX 


NCBI GI 


gl531672 


BLAST score 


642 


E value 


3.0e-67 


Match length 


130 


% identity 


94 


NCBI Description 


(U68461) actin [Striga asiatica] 


Seq. No. 


221187 


Seq. ID 


LIB3165-006-P1-K3-A6 


Method 


BLASTX 


NCBI GI 


gl36707 


BLAST score 


702 


E value 


3.0e-74 


Match length 


177 


% identity 


75 


NCBI Description 


CYTOCHROME B6-F COMPLEX IRON-SULFUR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



(RIESKE IRON-SULFUR PROTEIN) (RISP) >gi_280397_pir S26199 

plastoquinol — plastocyanin reductase (EC 1 . 10 . 99.1) 
iron-sulfur protein precursor - garden pea 
>gi_20832_emb_CAA45151_ (X63605) chloroplast Rieske FeS 
protein [Pisum sativum] 

221188 

LIB3165-006-P1-K3-A8 

BLASTX 

g4206122 

321 

1.0e-29 

174 

45 

(AF097 667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 

221189 

LIB3165-006-P1-K3-B1 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3024702 

600 

3.0e-62 

192 

64 

T-COMPLEX PROTEIN 1, BETA SUBUNIT (TCP-1-BETA) >gi_1871210 
(U91327) T-complex protein 1, Beta subunit (TCP-1-BETA) 
[Homo sapiens] 

221190 

LIB3165-006-P1-K3-B10 

BLASTX 

g3603456 

711 ' 

3.0e-75 

144 

30 

(AF088848) polyubiquitin [Capsicum chinense] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221191 

LIB3165-006-P1-K3-B11 

BLASTX 

g4406814 

303 

1.0e-42 

115 

79 

(AC006201) 
thaliana] 



putative peptidyl-prolyl isomerase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221192 

LIB3165-006-P1-K3-B4 

BLASTX 

gl928981 

834 

1.6e-89 

178 

69 

(U92651) 



tonoplast intrinsic protein bobTIP26-l [Brassica 



oleracea var. botrytis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221193 

LIB3165-006-P1-K3-B6 

BLASTX 

g2583125 

682^ 

7.0e-72 

173 

76 

(AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI tf GI 



221194 

LIB3165-006-P1-K3-B7 

BLASTX 

gl657617 
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BLAST score 


600 


E value 


3.0e-62 


Maf rh 1 onrrt" h 


1JO 


V lUCllLl Ly 


ft? 


in^dj. uescripLion 






ni i +■ a 1~ "i ~\TPi 




*+■ Vi a 1 i ana 


uC^i IN \J . 


221195 






Method 


BLASTX 


NCBI GI 


g3822036 


RT ACT 1 orrira 




Ej Value 




i v ia. ten lengun 


1 ft ^ 


C ±UCI1 LI L y 




LNk^DX Ut2oL»i XpLJ_UU 


\ rtC \J 1 £. O £. 


06C] • IN O • 


£ ^ X J. -7 \J 


Oct] . J-U 


LllD J 1 U J 1 


Mpf" hod 


BLASTX 


NCBI GI 


g2239089 


BLAST score 


24 9 


E value 


3.0e-21 


Match length 


117 


% identity 


41 


NCBI Description 


(Z84386) 



endo-1, 3-1, 4-beta-D-glucanase [Zea mays] 



[Dianthus caryophyllus] >gi_3288180_emb_CAB11466_ (Z98758) 
anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match" length 

% identity 

NCBI Description 



221197 

LIB3165-006-P1-K3-C10 

BLASTX 

g3914605 

681 

1.0e-71 

192 

70 

RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase - 
apple tree >gi_4 15852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestical 



Seq. No.. 

Seq. ID" 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221198 

LIB3165-006-P1-K3-C11 

BLASTX 

g2369714 

1035 

1.0e-113 
219 
90 

(Z97178) 



elongation factor 2 [Beta vulgaris] 



Seq. No. 



221199 
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Seq. I'D 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-006-P1-K3-C12 

BLASTX 

gl21080 

444 

3.0e-44 

108 

81 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR 

>gi_1070638_pir GCPMH glycine cleavage system protein H 

precursor - garden pea >gi_20737_emb_CAA4 5978_ (X64726) H 
protein [Pisum sativum] >gi_169093 (J05164) H-protein of 
glycine decarboxylase precursor (EC 2.1.2.10) [Pisum 
sativum] >gi_287815_emb_CAA37704_ (X53656) H-protein [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221200 

LIB3165-006-P1-K3-C7 

BLASTX 

gl31397 

443 

7.0e-44 

172 

56 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16"* kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity" 

NCBI Description 



221201 

LIB3165-006-P1-K3-C8 

BLASTX 

gl352821 

848 

3.0e-91 

162 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221202 

LIB3165-006-P1-K3-C9 

BLASTX 

gll5765 

849 

2.0e-91 

182 
83 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 

221203 

LIB3165-006-P1-K3-D2 

BLASTX 

gll5765 

872 

4.0e-94 

188 

59 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_I7 04 31 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221204 

LIB3165-006-P1-K3-D3 
BLASTX . 
g3885892 - 

202 * - 

4.0e-30 

97 

75 

(AF093634) photosystem-1 F subunit precursor [Oryza sativa] 
221205 

LIB3165-006-P1-K3-D4 

BLASTX 

g4545262 

239 

4.0e-20 

4 4 - 
100 

(AF118230) metallothionein-like protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No.' 
Seq. ID 
Method 



221206 

LIB3165-006-P1-K3-D6 

BLASTX 

g3894183 

358 

8.0e-34 

191 

32 

(AC005662) calmodulin-like protein [Arabidopsis thaliana] 
221207 

LIB3165-006-P1-K3-D7 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl709651 
500 

2.0e-50 

129 

74 

PLASTOCYANIN A PRECURSOR >gi_2117431_pir S58209 

plastocyanin a precursor - black poplar 

>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a [Populus 
nigra] 

221208 

LIB3165-006-P1-K3-D8 

BLASTN 

g3869069 

36 

1.0e-10 

87 

85 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221209 

•LIB3165-006-P1-K3-D9 

BLASTX . . 

gll5765 

795 

4.0e-85 
172 - 
83 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 

221210 

LIB3165-006-P1-K3-E11 

BLASTX 

g3747111 

364 

8.0e-42 

167 

56 

(AF095641) MTN3 homolog [Arabidopsis thaliana] 
221211 

LIB3165-006-P1-K3-E12 

BLASTX 

g974782 

995 

1.0e-108 

195 

96 

(Z49150) cobalamine-independent methionine synthase 
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[Solenostemon scutellarioides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221212 

LIB3165-006-P1-K3-E2 

BLASTX 

g2511691 

839 

3.0e-90 

224 

70 

(Z99953) cysteine proteinase precursor [Phaseolus vulgaris] 
221213 

LIB3165-006-P1-K3-E3 

BLASTX 

g3687652 

992 

1.0e-108 

192 

97 

(AF047352) rubisco activase precursor [Datisca glomerata] 
221214 

LTB3165-006-P1-K3-E4 

BLASTX 

g68200 

747 

2.0e-79 

179 

83 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 

221215 

LIB3165-006-P1-K3-E8 

BLASTX 

g3914136 

268 

3.0e-23 

116 

46 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) 
>gi_2632171_emb_CAA05771_ (AJ002958) lipid transfer protein 
[Cicer arietinum] 

221216 

LIB3165-006-P1-K3-F1 

BLASTX 

g3928543 

659 

4.0e-69 

201 

59 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 
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Seq. No. 


9 91 917 




Seq. iv 


t tdii fi^— nnfi— pi — tc"}— TTi i 

LlDJlDJ UUD ri I\J r XX 




Method 


BLASTX 




NCBI GI 


g4406530 




rJLtAbi score 


7 01 
/Ul 




E value 


d . ue- / 4 




Match lengtn 


1 1 O 




% identity 


Q 1 
O X 




NCBI Description 


(Arizoo/uj ruoisco activase [vigna raaiataj 




beq. ino . 


991 9 1 R 




Seq. ID 


JjIdoxdO — UUD-rl-KJ-c 1Z 




Method 


BLASTX 




NCBI GI 


g3894183 




dlaoi score 


9 fi7 
Z O / 




E value 






Matcn lengtn 


1 




is laenuiuy 


97 
Z / 




nudI Description 


tAuuuooozj caimoauiin - ii jce prorein LAraoiaopsis tnaiianaj 




beq. ino. 


9 91 91 Q 

z z iz l y 


i 2 I 


beq. iu 


T TR^1 DH^-PI — — TT9 
XjXDjlOj UUO irX lw r Z 






RT.A^TY 

DJ-lrtO 1 A. 




NCBI GI 


g392808.9 


B 


BLAST score'' 


358 - < 


E - 


E value 


8.0e-34 


En 


Match length 


116 




• % identity 


65 




NCBI Description 


(AC005770) putative osr40 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221220 

LIB3165-006-P1-K3-F4 

BLASTX 

gl352821 

848 

3.0e-91 

162 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU'- 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221221 

LIB3165-006-P1-K3-F5 

BLASTX 

gl771778 

832 

2.0e-89 

183 

83 

(X99320) 23 kDa oxygen evolving protein of photosystem II 
[Solanum tuberosum] 



Seq. No. 
Seq. ID 



221222 

LIB3165-006-P1-K3-F9 



31234 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX- 

g4193388 

633 

5.0e-66 

168 

75 

(AF091455) 



translationally controlled tumor protein [Hevea 



brasiliensis] 
221223 

LIB3165-006-P1-K3-G1 

BLASTX 

g231610 

160 

1.0e-19 

129 

52 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 

221224 

LIB3165-006-P1-K3-G10 

BLASTX 

gl352821 

724 

8.0e-77 

149 

92 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221225 

LIB3165-006-P1-K3-G3 

BLASTX 

g2828252 

381 

8.0e-41 

141 

63 

(AJ003137) CYP1 [Lycopersicon esculentum] 
221226 

LIB3165-006-P1-K3-G4 

BLASTX 

g2511691 

521 

3.0e-72 

170 

79 

(Z99953) cysteine proteinase precursor [Phaseolus vulgaris] 



31235 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221227 . ■ ■ 

LIB3165-006-P1-K3-G5 " 

BLASTX 

g421826 

973 

1.0e-106 

202 

90 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_2 98036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221228 

LIB3165-006-P1-K3-G6 

BLASTX 

g82080 

916 

3.0e-99 

224 

78 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 

Seq. 'ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221229 

LIB3165-006-P1-K3-G7 

BLASTX 

g4406530 

705 

1.0e-74 

171 

83 

(AF126870) rubisco activase [Vigna radiata] 
221230 

LIB3165-006-P1-K3-G8 

BLASTX 

g585322 

398 

2. 0e-38 

147 

53 

INORGANIC PYROPHOSPHATASE {PYROPHOSPHATE PHOSPHO-HYDROLASE) 

(PPASE) >gi_539751_pir A45153 inorganic pyrophosphatase 

(EC 3.6.1.1) - bovine 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221231 

LIB3165-006-P1-K3-H1 

BLASTX 

g4512667 

782 

1.0e-83 
183 
78 

(AC006931) 



putative MAP kinase [Arabidopsis thaliana] 



Seq. No. 



221232 



31236 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-006-P1-K3-H10 

BLASTX 

g231610 

452 

6.0e-45 

155 

62 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - ''"common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
■ % identity 
NCBI Description 



221233 

LIB3165-006-P1-K3-H11 

BLASTX 

gl00200 

715 

5.0e-79 

185 

82 

chlorophyll a/b-binding protein type I precursor - tomato 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221234 

LIB3165-006-P1-K3-H2 

BLASTX 

g2462746 

313 

7.0e-29 

106 

59 

(AC002292) 
thaliana] 



Similar to ATP-citrate-lyase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value " ~~ ~ 

Match length 

% identity 

NCBI Description 



221235 

LIB3165-006-P1-K3-H3 

BLASTX 

g3582333 

730 

2.0e-77 — - ~ 

175 

78 

(AC0054 96) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221236 

LIB3165-006-P1-K3-H5 

BLASTX 

gl352821 

870 

7.0e-94 

168 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL" SUBUNIT) >gi_27958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



31237 





084 . NO . 


991 9^7 




beq. iu 


lj±DjlDj UUD rrl f\j nD 




Method 


BLASTX 




NCBI GI 


g505482 




BLiAb 1 score 


/ *i 0 




E value 


j . ue / y 




Matcn lengtn 


1 / / 




% identity 


0 41 




NCBI Description 


(X64349) 33 kDa polypeptide of water-oxidizing complex 






photosystem 1 1 [Nicotiana tabacuin] 




beq. wo. 


ZZ iZ JO 




Seq. ID 


LIB3165-006-P1-K3-H7 




Method 


BLASTX 






g*i IUjDjj 




dLAoi score 


4 JZ 




E value 


z . ue-4 z 




Mdtcn lengtn 


1 £9 

1 oz 




% identity 


D b 


m 


NCBI Description 


(AF026538) ABA-responsive protein [Hordeum vulgare] 


fn 


Seq. No. 


zz izjy 




Seq. ID 


LIB3165-006-P1-K3-H8 




Method 


BLASTX 




MpQT /-"T 

NLbl (j± 


gzz h *± 0 1 1 


ff= 


BLAoi score 


CI 1 

D 1 1 




E value 


0 . ue-oz 




Match length 


1 Q A 
± O 4t 




% identity 


DJ 




NCBI Description 


(Z97336) unnamed protein product [Arabidopsis thaliana] 




Con \7 r\ 

0 c q • in u . 


OOI O ACS 
c. Z -L Z f± U 


s 


064. ±u 


blOJlDJ UUD rl J\j 




Method 


BLASTX 


o. 


NCBI GI 


g2935300 




oLAoi score 


"X A Q 5 




E value 


z . ue- 4 1 




Match length 






* identity 






nldI Description 


( Ah UooU4 b ) o-nydroxy-o-metnyigiutaryl -coenzyme A reauct< 






2 [Gossypium hirsutum] 




0 c q . LN 0 . 


9 91 941 
z z ± Z 4 1 






ijiOjJ.DJ UUO rl I\fi nlll 




Method 


BLASTX 




NCBI GI 


gl084372 




DiiAoi score 


Q *3 1 




E value 


1 . ue— iu 1 




Matcn lengtn 


z Uo 




% identity 


87 




NCBI Description 


glyceraldehyde-3-phosphate dehydrogenase (NADP+) (EC 






1.2.1.9) - garden pea 




Seq. No. 


221242 




Seq. ID 


LIB3165-006-P1-K4-A11 




Method 


BLASTX 



"31238 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2239089 
290 

5.0e-26 

137 

41 

(Z84386) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus ] >gi_3288180_emb_CAB114 66_ (Z98758) 
anthranilate N-hydroxycinnamoyl /benzoyl transferase 
[ Dianthus caryophyllus ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221243 

LIB3165-006-P1-K4-A12 

BLASTX 

gl00490 

748 

1.0e-79 

153 

33 

polyubiquitin - garden snapdragon (fragment) 
>gi_16071_emb_CAA48140_ (X67957) ubiquitin [Antirrhinum 
. ma jus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221244 

LIB3165-006-P1-K4-A2 

BLASTX 

gl353352 

440 

2.0e-43 

125. 

71 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 


221245 


Seq. ID 


LIB3165-006-P1-K4-A3 


Method 


BLASTX 


NCBI GI 


gl531672 


BLAST score 


644 


E value 


2.0e-67 


Match length 


131 


% identity 


93 


NCBI Description 


(U68461) actin [Striga asiatica] 


Seq. No. 


221246 


Seq. ID 


LIB3165-006-P1-K4-A6 


Method 


BLASTX 


NCBI GI 


gl36707 


BLAST score 


720 


E value 


2.0e-76 


Match length 


181 


% identity 


75 


NCBI Description 


CYTOCHROME B6-F COMPLEX IRON-SULFUR 



(RIESKE IRON-SULFUR PROTEIN) (RISP) >gi_280397_pir S26199 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
iron-sulfur protein precursor - garden pea 
>gi_20832_emb_CAA4 5151_ (X63605) chloroplast Rieske FeS 
protein [Pisum sativum] 



31239 



t-£. 

01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221247 

LIB3165-006-P1-K4-A8 

BLASTX 

g4206122 

378 

4.0e-36 

175 

46 

(AF097 667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 

221248 

LIB3165-006-P1-K4-A9 

BLASTX 

gl21353 

827 

1.0e-88 

201 

76 

GLUTAMINE SYNTHETASE LEAF ISOZYME PRECURSOR (ISOZYME DELTA) 

(GLUTAMATE-AMMONIA LIGASE) >gi_68596_pir AJFBQD 

glutamate — ammonia ligase (EC 6.3.1.2) delta precursor, 
chloroplast - kidney bean >gi_21005_emb_CAA31234_ (X12738) 
GS precursor protein [Phaseolus vulgaris] 

221249 

LIB3165-006-P1-K4-B1 

BLASTX 

g2559012 

497 

3.0e-50 

155 

65 

(AF026293) chaperonin containing t-complex polypeptide 1, 
beta subunit; CCT-beta [Homo sapiens] >gi_4090929 
(AF026166) chaperonin-containing TCP-1 beta subunit homolog 
[Homo sapiens] 

221250 - 

LIB3165-006-P1-K4-B10 

BLASTX 

g4406814 

243 

4 .Oe-34 

115 

68 

(AC006201) putative peptidyl-prolyl isomerase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



221251 

LIB3165-006-P1-K4-B11 

BLASTX 

gll5765 

803 

5.0e-86 
174 



31240 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No'. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 

221252 

LIB3165-006-P1-K4-B12 

BLASTX 

g3914605 

593 

2.0e-61 

175 

67 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase - 
apple tree >gi_415852_emb_CAA7 9857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 

221253 

LIB3165-006-P1-K4-B4 

BLASTX 

gl928981 - 

880 

5.0e-95 

198 

89 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 

221254 

LIB3165-006-P1-K4-B6 
BLASTX 

g2 52 93 4 2 - - - - 

577 

1.0e-59 

151 

75 

(L76554) transketolase [Spinacia oleracea] 
221255 

LIB3165-006-P1-K4-B7 

BLASTX 

gl657617 

593 

2.0e-61 

152 
74 

(U72503) G2p [Arabidopsis thaliana] >gi^3068707 (AF049236) 
putative nuclear DNA-binding protein G2p [Arabidopsis 
thaliana] 



31241 



Seq. No. 


221256 


Seq. ID 


LIB3165-006-P1-K4-B8 


Method 


BLASTX 


NCBI GI • 




BLAST score 


OCT 

Jb/ 


E value 


1 . Oe-33 


Match length 


loo 


% identity 


4 3 


NCBI Description 


(AF072326) endo-1,3- 


Seq. No. 


O O 1 OCT 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g4406814 


O T ACT" cor\rQ 

Dj-irio i score 




E value 


1.0e-42 


Match length 


115 


% identity 


79 


NCBI Description 


(AC006201) putative ] 




thaliana] 


Seq. No. 


221258 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



putative peptidyl-prolyl isomerase [Arabidopsis 



LIB3165-006-P1-K4-C10 . 

BLASTX 

g542100 

723 

1.0e-76 *■ . 

165 

84 

H-protein - Flaveria pringlei >gi_2147453_pir S60195 

H-protein precursor (clone HFC1) - Flaveria cronquistii 
>gi_437993_emb_CAA81073_ (Z25854) H-protein [Flaveria 
cronquistii] >gi_437999_emb_CAA81074_ (Z25855) H-protein 
[Flaveria pringlei] >gi_3688299_emb_CAB16912_ (Z99763) 
H-protein [Flaveria pringlei] 



Seq. No. 
Seq. ID 

Method " — 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221259 

LIB3165-006-P1-K4-C11 

BLASTX - " " - - " 

gll5765 
759 

7.0e-81 

167 

56 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408- chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22 654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 
Method 



221260 

LIB3165-006-P1-K4-C7 
BLASTX 



31242 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl31397 
498 

3.0e-50 

186 

58 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 

221261 

LIB3165-006-P1-K4-C8 

BLASTX 

gl352821 

679 

1.0e-71 

134 

93 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(.RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton '>gi_4 5050 5_emb_CAA38 02 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221262 v 

LIB3165-006-P1-K4-C9 

BLASTX 

g2369714 

859 

1.0e-92 

181 

89 

(Z97178) 'elongation factor 2 [Beta vulgaris] 
221263 

LIB3165-006-P1-K4-D2 

BLASTX 

gll5765 

708 

5.0e-75 

161 

54 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6j?rf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 



221264 

LIB3165-006-P1-K4-D3 



31243 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll72664 

521 

5.0e-53 

102 

94 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_419791_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_298482_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221265 

LIB3165-006-P1-K4-D6 

BLASTX 

g3894183 

342 

6.0e-32 
184 

(AC005662) calmodulin-like protein [Arabidopsis thaliana]^ 
221266 

LIB3165-006-P1-K4-D7 

BLASTX**' 

gl709651 

515 

3.0e-52 

132 

73 

PLASTOCYANIN A PRECURSOR >gi_2117431_pir S58209 

plastocyanin a precursor - black poplar 

>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a [Populus- 
nigra] 

221267 

LIB3165-006-P1-K4-D8 

BLASTN - 

g3869069 

39 

2.0e-12 

133 

86 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 

221268 

LIB3165-006-P1-K4-E10 

BLASTX 

g974782 

1097 

1.0e-120 

216 

96 

{ Z4 9150 ) cobalamine-independent methionine synthase 



31244 



[Solenostemon scutellarioides] 



Seq. No. 




beq. xu 


LIdjIDj U UD~rl M ~Cj 1 1 


Metnoa 


DT R CTV 


NCBI GI 


g549063 


BLAST score 


598 


E value 




Match length 


TCI 

1 bl 


% identity 


/ z 


NCBI Description 


TDRMCT ZiTTAKTTiT T V P/^lXIT'DAT T ITH TTTMPlD DD/^l r PTTT\I IIAMAT rNr 1 /TPTD\ 

1 KAN o Jjri 1 1 UN AJjJj I k^UN 1 KULiJ-iCjU 1 UMUK rKUliltllN nUNULiUo ( ILir J 




>gi 1072464 pir A38958 IgE-dependent histamine-releasing 




tactor nomoiog - rice >gi jujojo 003 oaauzioi (uizo^d) 




z ± kq poiypeptiue [uryza sauivaj 


Seq. No. 


221270 


Seq. ID 


LIB3165-006-P1-K4-E2 


Method 


OTA O <"P V 


NCBI GI 


g^oi 1 by 1 


BLAST score 


75b 


E value 


^ . Ue-o U 


Match length 


194 


% identity 


73 


NCBI Description 


(Z99953) cysteine proteinase precursor [Phaseolus vulgaris] 


Seq. No. 




Seq. ID 


LIB31bo-UUb-Pl-K4-E3 . 


Metnod 


DT A CTV 

bLAblA 


NCBI GI 


gz bbo 


BLAST score 


836 


E value 


5.0e-90 


Match length 


lbo 


% identity 


yb 


NCBI Description 


RIBULOSE BIS PHOSPHATE CARBOXYLASE/OXYGENASE ACT I VASE 




DDUTTIDCHD 1 D TTD T CPH 7A r ,r P T177A C IT \ -s, ' O O 0 /I 1 C -i v COQ1 71 




ribulose-bisphosphate carboxylase activase - cucumber 




>gi 18284 emb CAA47906 (X67674) rubisco activase [Cucumis 




sativus] 


Seq. No. 


ZZ1Z fZ 


beq. iu 


T T Q "5 1 £ R riHC-DI — V/l — .V A 

LlDJibO UU o r 1 "*J\4 h.4 


Method 


BLASTX 


NCBI GI 


g68200 


bLAbi score 


CQrt 

oo U 


E value 


b . Ue- bU 


Match length 


14 Z 


% identity 




NCBI Description 


f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor. 




chloroplast - spinach >gi 22633 emb CAA472y3 (X6ool4) 




fructose-bisphosphate aldolase [Spinacia oleracea] 


Seq. No. 


221273 


Seq. ID 


LIB3165-006-P1-K4-E8 


Method 


BLASTX 


NCBI GI 


g3914136 


BLAST score 


268 


E value 


3.0e-23 



31245 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length ■ 

% identity 

NCBI Description 



116 
46 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) 
>gi_2632171_emb_CAA05771_ (AJ002958) lipid transfer protein 
[Cicer arietinum] 

221274 

LIB3165-006-P1-K4-E9 

BLASTX 

g3747111 

380 

2.0e-36 

121 

60 

(AF095641).. MTN3 homolog [Arabidopsis thaliana] 
221275 

LIB3165-006-P1-K4-F1 

BLASTX 

g3928543 

563 

7.0e-58 

179 

56 

(AB016819) 
thaliana 1 



UDP-glucose glucosyltransf erase [Arabidopsis 



Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No % 
Seq. ID^ 
Method 
NCBI GI 
BLAST score 
E value 



221276 

LIB3165-006-P1-K4-F10 

BLASTX 

g3894183 

347 

2.0e-32 

196 

32 

(AC005662) calmodulin-like protein [Arabidopsis thaliana] 
221277 

LrB3165-006-Pl-K4-F12 

BLASTX 

gl352821 

819 

7.0e-88 

166 

93 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221278 

LIB3165-006-P1-K4-F2 

BLASTX 

g3928089 

358 

8.0e-34 



31246 



m 



4— V"\ "1 /"*\ r""\ /T 4- V"\ 

waccn leng in 


I 1 c 

II D 


"6 lueniity 


DJ 




IH.UUUO / /U; putative OSilU LniaJjlUOpSlS tnallanaj 


O e q • IN O . 


991 97Q 




T.TFm 6^-006-P1 -K4-F4 




RT Zi QTY 




rrl "*R9R91 


DT, A CT crnrp 


O *i O 


o value 




Match length 


162 


% identity 


96 


\T O T r*\ /~\ o /•*■ v* i r~\ 4- i /~\ ■**■» 

uesciipiion 


PTRFTTP.QP R T QDUHQ DU ZiTP raPDHY YT B. QP QM&T T PUD.TK1 DP PPHP QPiR 




fPriRTQpn QMB.T T QMRnNTTM *>rri 97Q c iR1 ni r RKPNQn 
^ r\UDl 0^/>J OLYItvLjIj OUDULN1 1 J ^SJl Z/.3O0X piX I\X\\^LNDU 




iiuuiose Dispnospnate carDOxyiase \n»^ fi.i.i.o^; small cnain 




nrornrcnr — nnl anrl r-r^i- i- r\r\ ^rri A RDRn R omK PZiZi*^fln9fi ^ Y ^ Zl Pi Q 1 \ 
pi cOUXToOIT UpidllU tULtOll ^9-^ tJwOUO eilUJ LnnJOUt D ^A.j*iU:7lJ 




llDUlObc XJlopflOopild Lc taiJjOXyidbc LuObbypiUIU 1111 bU U UiUJ 


seq. LN o . 


Z Z 1 Z 0 U 


oeq. iu 


LIojIDj UUD rl M*£3 


i v ie inoQ 


RT ZIQTY 


NCBI GI 


gl771778 


BLAST score 


824 


TP" 1 1 1 


z . u e o o t 


lYiatcn lenytn 


1 ft ^ 


* laentity 


ft ^ 


nldi uescription 


lA^^ozu^ zo KUa oxygen evolving protein 01 pno to system 11 




[oOlanuin tUDerosuiTi j 


O e q . LN U . 


991 9ft 1 


Co/~r T P) 

oeq ■ x u 


LIDjIDj UUD rl J\fi C -7 


Method 


BLASTX 


NCBI GI 


g4406530 


DT ACT cnnrQ 
DltrlO 1 score 


DUO 


ti value 


ft flo— 

t) . ue co 


Match length 


10 4 


t> laenuity 


7 Q 


lnodi uescnption 


^hcizdcj/u; ruDisco activase Lvigna raaiataj 




9919R9 


oeq • 1 u 


LIDjIDj UUD irl J\f± 


fljf /-\ ^ Vn 

LYieLflOu 


RT flOTY 


NfRT CT 

L1V./D1 \3 A. 




RT ACT epnrp 


14 9 


P 1 no 


i n^-nft 


Match length 


48 


% identity 


67 




ZVTP 9YMTPZ\9P f^AMMZX PHflTW 1 PHT flROPT PRFPnRQOP 




-^gx oiojj pii DJ? / n.T— ti anspoi t mg i\ic syntnase 




o.D.i.ofi; ganuiia i cnain precursor/ cnioropiast 




ArabidoDsis thaliana >ai 166632 fM61741) ATP synthase 




gamma -subun it [Arabidopsis thaliana] 


Seq. No. 


221283 


Seq. ID 


LIB3165-006-P1-K4-G11 


Method 


BLASTX 


NCBI GI 


g2935298 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



646 

1.0e-67 

189 

69 

(AF038045) 3-hydroxy-3-methylglutaryl-coenzyme A reductase 
1 [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221284 

LIB3165-006-P1-K4-G12 

BLASTX 

g231610 

447 

2.0e-44 

153 

62 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 



Seq. No. 


221285 


Seq. ID 


LIB3165-006-P1-K4-G3 ■ 


Method 


BLASTX 


NCBI GI 


g^ollby J 


BLAST score 


475 


E value 


1 . Oe-47 


Match length 


loo 


% identity 


68 


NCBI Description 


(Z99954) cysteine proteinase 


Seq. No. 


221286 


Seq. ID 


LIB3165-006-P1-K4-G4 


Method 


BLASTX 


NCBI GI 


g2511691 


BLAST score 


521 


E value 


5.0e-73 


Match length 


174 


% identity 


79 


NCBI Description 


(Z99953) cysteine proteinase 


Seq. No. 


221287 


Seq. ID 


LIB3165-006-P1-K4-G5 


Method 


BLASTX 


NCBI GI 


g445116 


BLAST score 


771 


E value 


2.0e-82 


Match length 


159 


% identity 


91 


NCBI Description 


light-harvesting complex Ila 


Seq. No. 


221288 


Seq. ID 


LIB3165--006-P1-K4-G6 


Method 


BLASTX 


NCBI GI 


g82080 


BLAST score 


822 


E value 


2.0e-88 
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Match length 

% identity 

NCBI Description 



170 
88 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



oeq. no. 


"991 9RQ 


Cpn TO 


•LIB31 65-00 6-P1-K4-G7 


4~ V* /~\ 
l v JcLflOU 


RT.A9TY. 




y*i 4UUJJV 


RT ZV QT cporp 


V -7 <-J 


F tt 3 1 na 

Hj ValUc 


£ ■ / -J 


Match length 


171 


t> luciiLiuy 


ft9 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Oct}* IN U . 


991 9QD 

£* J. C. y \J 




T TR^I fi^-HOG-Pl — JCd -CZ9, 


Methoo 


DJ_i/\0 1 A 




rr^fl ^99 


biiAbi score 


^ R A 


E value 


z . ue j j 


L v JaLCn XcllyLIl 


1 ^7 


$ laenT-iry 




NCBI Description 


INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE PHOSPHO-HYDROLASE 


(PPASE) >gi_539751_pir A45153 inorganic pyrophosphatase 




\ Lik^ J . D , 1 . 1 j UUVlIlc 


beq. NO. 


9 91 9 Q 1 


oeq. it' 


T TR^I fiOfi— PI — Tf*4 — HI 
LIDjIDj UUD rl i\4 nl 


JUT ^ V"\ /"v /^l 

ixie tnoa 


RT QCTY 




rrA Rl 9 £67 


RT.AQT qrnrp 


763 


TT tra 1 iid 
Ej VdlUc 


9 Op-fll 


Match length 


178 


% identity 


79 




/ ArflflfiQ^I ^ nn - t-^1 - 'iT7P MAP Hns^p \ AT^hn Hon^ i t*ha 1 i snal 


oeq. NO. 


991 9 Q9 


c prr t n 


T.TR3165-006-P1-K4-H10 - - - 


Mo t*hp\H 


DiinO 1 r± 


KipRT m 

INLDl bl 


rid 49 fi^fiR 




246 


J_j vol Lie? 


1 Op-90 


M^'tr'li 1 pnni"h 

Liu ICllvj ^_ 1 1 


203 


% identity 


32 


NCBI Description 


(AF031483) unknown. [Rattus norvegicus] 


Seq. No. 


221293 


Seq. ID 


LIB3165-006-P1-K4-H11 


Method 


BLASTX 


NCBI GI 


g3914605 


BLAST score 


702 


E value 


4.0e-74 


Match length 


193 


% identity 


71 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 



31249 



PRECURSOR (RUBISCO ACTIVASE) >gi_541930_pir_S39551 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221294 

LIB3165-006-P1-K4-H2 
BLASTX 

g2462746 * * 

269 

4 ,0e-28 

117 

61 

(AC002292) 
thaliana] 



Similar to ATP-citrate-lyase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method - - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221295 

LIB3165-006-P1-K4-H3 

BLASTX 

g3582333 

820 

5.0e-88 

175 

86 

(AC005496) hypothetical protein [Arabidopsis thaliana] 
221296 

LIB3165-006-P1-K4-H5 

BLASTX 

gl352821 

795 

4.0e-85 

152 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



221297 

LIB3165-006-P1-K4-H6 

BLASTX 

g505482 

795 

4.0e-85 

192 

83 

(X64349) 33 kDa polypeptide of water-oxidizing 
photosystem II [Nicotiana tabacum] 

221298 

LIB3165-006-P1-K4-H7 

BLASTX 

g4103635 

324 



complex of 
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E value 


o.0e-30 




Match length 


TOO" 

138 




% identxty 


51 




NCBI Description 


(AF026538) ABA-responsive protein [Hordeuiti vulgare] 




C «• XT a 

Seq. No. 


zziz y y 




beq. ID 






Method 


BLASTX 




NCBI GI 


g2244811 




BLAST score 


C O A 

534 




E value 


2 . Oe-54 




Match length 


184 




% identity 


DO 




NCBI Description 


(Z97336) unnamed protein product [Arabidopsis thaliana] 




* 

Seq. No. 


22 1 3UU 




Seq. ID 


LIdjIDj UU D rl~J\4 *~ri y 




Method 


BLASTX 




NCBI GI 


gl00200 


yy 


BLAST score 


712 


01 


E value 


2 . Oe-75 




Match length 


165 




% identity 


67 




NCBI Description 


chlorophyll a/b-binding protein type I precursor - tomato 


i ^ 


Seq. No. 


2213Q1 


CP 


Seq. ID 


LIB31 65-007 -P1-K1-A10 




Method 


BLASTX 


= 

l L 


NCBI GI 


gl928981 




BLAST score 


257 




E value 


1 . 0e-22 


| 2 


Match length 


57 


o 


% identity 


88 




NCBI Description 


(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 


o 




oleracea var. botrytis] 




Seq. No. 


2213U2 




Seq. ID 


LIB3165-007-P1-K1-A12 




Method 


BLASTX 


- 


NCBI -GI - 


g4406530 




BLAST score 


0 c 0 

252 




E value 


9 . Oe-22 




Match length 


7 1 




% identity 


75 




NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 




Seq. No. 


221303 




Seq. ID 


LIB3165-Q07-P1-K1-A2 




Method 


DT AGTY 
D-LlH.0 1 A 




NCBI GI 


gll72664 




BLAST score 


218 




E value 


1.0e-17 




Match length 


48 




% identity 


90 




NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 



(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 
>gi_419791_pir S31165 photosystem I chain III precursor - 



31251 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Flaveria trinervia >gi_298482_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 

221304 

LIB3165-007-P1-K1-A6 

BLASTX 

g266893 

648 

4.0e-68 

127 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_322416_pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47 906_ (X67674) rubisco activase [Cucumis 
sativus] 



y 3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221305 

LIB3165-007-P1-K1-A8 

BLASTX 

gl352821 

390 

7.0e-38 

95 

80 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221306 

LIB3165-007-P1-K1-B1 

BLASTX 

gl352821 

494 

5.0e-50 

96 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221307 

LIB3165-007-P1-K1-B11 

BLASTX 

gll68411 

446 

2.0e-44 
119 

79 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 



31252 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

■BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI- 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221308 

LIB3165-007-P1-K1-B2' 

BLASTX 

gl931640 

488 

2.0e-49 

124 

71 

(U95973) Serine carboxypeptidase isolog [Arabidopsis 
thaliana] 

221309 

LIB3165-007-P1-K1-B4 

BLASTN 

g450504 

132 

4.0e-68 

247 

97 

G.hirsutum rbcS gene for ribulose-1, 5-bisphosphate 
carboxylase, small subunit 

221310 

LIB3165-007-P1-K1-B5.. 

BLASTX 

gl352821 

460 

4.0e-46 

87 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate' carboxylase [Gossypium hirsutum] 

221311 

LIB3165-007-P1-K1-B6 
BLASTX 

g4 406530 ' — 

349 

4.0e-33 

93 

76 

(AF126870) rubisco activase [Vigna radiata] 
221312 

LIB3165-007-P1-K1-B7 

BLASTX 

g3021357 

271 

5.0e-24 

58 

84 

(AJ005082) UDP-galactose 4-epimerase [Cyamopsis 
tetragonoloba] 



31253 



Seq. N©. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221313 

LIB3165-007-P1-K1-B9 

BLASTX 

g3036944 

213 

3.0e-23 

114 

57 

(AB012637) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221314 

LIB3165-007-P1-K1-C1 

BLASTX 

g3510256 

17 9 

4.0e-13 

98 

43 

(AC005310) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221315 

LIB3165-007-P1-K1-C11 
BLASTX ^ 
g68200 
350 

3.0e-33 
92 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
f ructose-bisphosphate aldolase '[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221316 

LIB3165-007-P1-K1-C12 

BLASTX 

gll5813 

395 

2.0e-38 

96 - 

77 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE III PRECURSOR 
(CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221317 

LIB3165-007-P1-K1-C2 

BLASTN 

gl69818 

39 

1.0e-12 

79 

87 

Rice 25S ribosomal RNA gene 



Seq. No. 
Seq. ID 



221318 

LIB3165-007-P1-K1-C8 



31254 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method * 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2244797 

144 

5.0e-09 

52 

58 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
221319 

LIB3165-007-P1-K1-C9 

BLASTX 

g231688 

683 

3.0e-72 

130 

99 

C AT ALAS E ISOZYME 2 >gi_99599_pir S17493 catalase (EC 

1.11.1.6) - upland cotton >gi_18488_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 



Seq. No. 


221320 


Seq. ID 


LIB3165-007-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl545805 


BLAST score 


172 


E value 


7.0e-13 


Match length 


65 


% identity 


62 


NCBI Description 


(D64052) cytochrome P450 like_TBP [Nicotiana tabacum] 


Seq. No. 


221321 


Seq. ID 


LIB3165-007-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


gll5471 


BLAST score 


557 . „ 


E value 


2.0e 7 57 


Match length 


127 


% identity 


82 


NCBI Description 


CARBONIC ANHYDRASE,- CHLOROPLAST PRECURSOR .(CARBONATE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



DEHYDRATASE) >gi_100078_pir_S10200 carbonate dehydratase 
(EC 4.2.1.1) precursor - garden pea >gi_20673_emb_CAA367 92_ 
(X52558) precursor peptide (AA -104 to 224) [Pisum sativum] 

221322 

LIB3165-007-P1-K1-D12 

BLASTX 

gl354515 

205 

3.0e-16 

94 

51 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 
Seq. ID 
Method 



221323 

LIB3165-007-P1-K1-D2 
BLASTX 



31255 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl346155 
315 

5.0e-50 

124 

78 

SERINE HYDROXYMETHYLTRANS FERASE , MITOCHONDRIAL 1 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANS FERASE) 
(SHMT) >gi_481942_pir S40212 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_4 37 995_emb_CAA81078_ (Z25859) glycine 
hydroxymethyltransf erase [Flaveria pringlei] 

221324 

LIB3165-007-P1-K1-D3 

.BLASTX 

gl352821 

238 

2.0e-20 

56 

82 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method * 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221325 

LIB3165-007-P1-K1-D4 

BLASTX 

gl362086 

558 

1.0e-57 

117 

89 

5-methyltetrahydropteroyltriglutamate--homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_8864>l_emb_CAA58474_ (X83499) methionine synthase 
[ Catharanthus roseus ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221326 

LIB3165-007-P1-K1-D5 

BLASTX 

g2583125 

642 

2.0e-67 

124 

94 

(AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



221327 

LIB3165-007-P1-K1-D6 

BLASTX 

g3334405 



•31256. 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI- Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



484 

7.0e-49 

103 

98 

VACUOLAR ATP SYNTHASE SUBUNIT E (V-ATPASE E SUBUNIT) 
>gi_2267583 (AF009338) vacuolar H+-ATPase subunit E 
[Gossypium hirsutum] 

221328 

LIB3165-007-P1-K1-D9 

BLASTX 

gl00203 

370 

2.0e-35 

94 

77 

cysteine proteinase (EC 3.4.22.-) precursor - tomato 
>gi_19195_emb CAA78403_ (Z14028) pre-pro-cysteine 
proteinase [Lycopersicon esculentum] 

221329 

LIB3165-007-P1-K1-E1 

BLASTX 

g430947 

448 . 

1.0e-44 

109 

82 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

221330 

LIB3165-007-P1-K1-E11 

BLASTX 

g4406530 

339 

7.0e-32 

89 

78 

(AF126870) rubisco activase [Vigna radiata] 
221331 

LIB3165-007-P1-K1-E2 

BLASTX 

g2191136 

310 

2.0e-28 

110 

60 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T46230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H7 6290 
[Arabidopsis thaliana] 

221332 

LIB3165-007-P1-K1-E3 
BLASTX 



31257 



NCBI GL 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



g2739375 
219 

7.0e-18 

83 

55 

(AC002505) unknown protein [Arabidopsis thaliana] 
221333 

LIB3165-007-P1-K1-E7 

BLASTX 

g902584 

425 

4.0e-42 

94 

15 

(U29159) polyubiquitin containing 7 ubiquitin monomers [Zea 
mays] 

221334 

LIB3165-007-P1-K1-F11 

BLASTN 

g4220633 

39 

1.0e-12 

-203 
80 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K7J8, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



221335 

LIB3165-007-P1-K1-F3 

BLASTX 

g421826 

309 

2.0e-28 

61 

87 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 

221336 

LIB3165-007-P1-K1-F4 

BLASTX 

g547683 

538 

3.0e-55 

113 

92 

HEAT SHOCK COGNATE PROTEIN 80 >gi_170456 (M96549) heat 
shock cognate protein 80 [Solanum lycopersicum] 

>gi_445601_prf 1909348A heat shock protein hsp80 

[Lycopersicon esculentum] 

221337 

LIB3165-007-P1-K1-F5 
BLASTX 



31258 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll5765 
661 

1.0e-69 

127 

92 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. r 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



221338 

LIB3165-007-P1-K1-F7 

BLASTX 

gl709651 

347 

8.0e-33 

114 

60 

PLASTOCYANIN 
''plastocyanin 



A 
a 



PRECURSOR >gi_2117431_pir S58209 

precursor - black poplar 
>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a [Populus 
nigra] 



221339 

LIB3165-007-P1-K1-F8 

BLASTX 

gl00616 

189 

2.0e-14 
47 

ribulose-bisphosphate carboxylase- activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

221340 

LIB3165-007-P1-K1-G10 

BLASTX 

gl419090 

317 

3.0e-29 

92 

68 

(X94968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 

221341 

LIB3165-007-P1-K1-G2 

BLASTN 

g4545261 

355 



31259 



4 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



0.0e+00 

391 

98 

Gossypium hirsutum metallothionein-like protein mRNA, 
complete cds 

221342 

LIB3165-007-P1-K1-G3 

BLASTX 

g2662310 

449 

7.0e-45 

118 

70 

(AB009307) bpwl [Hordeum vulgare] 
221343 

LIB3165-007-P1-K1-G4 

BLASTX 

g441457 

249 

2.0e-21 

53 

91 

(X73419) ubiquitin conjugating 'enzyme- E-2 [Lycopersicon 
esculent urn] 

221344 

LIB3165-007-P1-K1-G8 

BLASTX 

g2493144 

345 

1.0e-32 

87 

82 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-ATPASE 

16 KD PROTEOLIPID SUBUNIT) >gi_2118221_pir S60132 *: 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P2) - Arabidopsis thaliana >gi_926937 (L44585) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 

221345 

LIB3165-007-P1-K1-H1 

BLASTX 

gl70354 

545 

5.0e-56 

113 

21 

(M74156) pentameric polyubiquitin [Nicotiana sylvestris] 
221346 

LIB3165-007-P1-K1-H12 . 

BLASTX 

g231688 

574 



31260 



E value 


2.0e-59 
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Qprr Mo 


221351 


Seq. ID 


LIB3165-007-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl246823 


BLAST score 


321 


E value 


1.0e-34 


Match length 


118 


% identity 


67 



31261 



NCBI Description 



(X89865) unknown [Phoenix dactylifera] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221352 

LIB3165-007-P1-K1-H8 

BLASTX 

gl572819 

191 

8.0e-15 

79 

51 

(U70855) 
elegans] 



similar to the RAS gene family [Caenorhabditis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



221353 

LIB3165-007-P1-K1-H9 

BLASTX 

gll5813 

306 

3. 0e-26 

96 

65 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE III PRECURSOR 
(CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

221354 

LIB3165-008-P1-K1-A12 

BLASTX 

gl352821 

510 ' 

6.0e-52 

98 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221355 

LIB3165-008-P1-K1-A3 

BLASTX 

g4406530 

315 

5.0e-29 
87 
.75 

(AF126870) rubisco activase [Vigna radiata] 
221356 

LIB3165-008-P1-K1-A7 

BLASTX 

g3914472 

376 

3.0e-36 

90 

81 



31262 



NCBI Description PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR r (PH10) \ . 

>gi_322764_pir S32021 photosystem II 10K protein - common 

tobacco >gi_22669_emb_CAA4 9693_ (X70088) NtpIIlO [Nicotiana 
tabacum] 





Seq. No. 


O O 1 OCT 




Seq. ID 


T T O O 1 £ C rtAO T~> 1 V 1 TV G 

LIB 5\ DO-UUo-rl-Kl-Ay 




Method 


13T t\ P rnvr 

oLAblA 




NCBI GI 


g4 4 Uoo JU 




BLAST score 


o ^ o 




E value 


£ da o o 

d . ue~£ j 




Match length 


y d 




% identity 


60 




NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 




Seq. No. 


221 JOO 




Seq. ID 


LIB 3165-00o-Pl-Kl-BlU 




Method 




u 


NCBI GI 


gll7I57 7 




BLAST score 


54 9 




E value 


z . ue-o o 




Match length 


TOO 


pi 
=== 


% identity- 


80 


£ 


NCBI Description 


(X95343) hypersensitivity-related gene [Nicotiana tabacum 




Seq. No. 


22Uoy ■ ? 




Seq. ID 


LIB3165-008-P1-K1-B12 




Method 


BLASTX 




NCBI GI 


gl Jbzoz 1 


" 


BLAST score 


524 




E value 


1 . Oe-53 


M» 


Match length 


99 


pj} 


% identity 


100 


(=% 


NCBI Description 


RIBULOSE BIS PHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 






(KUJDioUU oMAJjIj oUdUINI 1 J ^gi ^ / !?jo1 pir KrvUNbU 






ribulose-bisphosphate carboxylase (EC 4.1.1.39) small cha: 












ribulose bisphosphate carboxylase [Gossypium hirsutum] 




Seq. No . 


221360 - - ■ - - 




Seq. ID 


LIB31do-U0o-P1-K1-B2 




Method 


BLASTX 




NCBI GI 


qz /3oy4 y 




BLAST score 


T O C 

32o 




E value 


2 . 0e-3o 




LYiaucn. lenytn 






% identity 


88 




NCBI Description 


(AF022213) cytosolic ascorbate peroxidase [Fragaria x 






ananassa] 




Seq. No. 


221361 




Seq. ID 


LIB3165-008-P1-K1-B3 




Method 


BLASTX 




NCBI GI 


g4008159 




BLAST score 


635 




E value 


1.0e-66 




Match length 


131 



31263 



% identity 

NCBI Description 



89 

(AB015601) DnaJ homolog [Salix gilgiana] 



Seq. No. 

Seq." ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221362 

LIB3165-008-P1-K1-B4 

BLASTX 

g430947 

433 

6.0e-43 

109 

80 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221363 

LIB3165-008-P1-K1-B6 

BLASTX 

g68200 

417 

5.0e-41 

105 

81 

f ructose-bisphosphate aldolase (EC 4.1. 2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 


221364 


Seq. ID 


LIB3165-008-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g586797 


BLAST score 


227 


E value 


9.0e-19 


Match length 


85 


% identity 


48 


NCBI Description 


HYPOTHETICAL 59.1 KD 


Seq. No. 


221365 


SeqV ID 


LIB3165-008-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g3869088 


BLAST score 


535 


E value 


7.0e-55 


Match length 


102 


% identity 


100 


NCBI Description 


(AB019427) elongation 


Seq. No. 


221366 


Seq. ID 


LIB3165-008-P1-K1-C1 


Method 


BLASTN 


NCBI GI 


g450504 


BLAST score 


83 


E value 


5.0e-39 


Match length 


118 


% identity 


93- 


NCBI Description 


G.hirsutum rbcS gene ; 



, 1 IN CHROMOSOME III 



carboxylase, small subunit 



31264 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221367 

LIB3165-008-P1-K1-C10 

BLASTX 

g3881507 

367 

4 ,0e-35 

129 

52 

(Z47357) cDNA EST yk375c3.5 comes from this gene; cDNA EST 
yk375c3.3 comes from this gene [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221368 

LIB3165-008-P1-K1-C12 

BLASTX 

g2832682 

209 

1.0e-16 

97 

54 

(AL021712) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221369 

LIB3165-008-P1-K1-C2 

BLASTX 

gll9640 

327 

2.0e-30 

106 

59 

1 -AMI NOCYCLOPRO PANE- 1-CARBOXYLATE OXIDASE HOMOLOG (PROTEIN 

E8) >gi_82109_pir S01642 ripening protein E8 - tomato 

>gi_19199_emb_CAA31789_ (X13437) E8 protein [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221370 

LIB3165-008-P1-K1-C3 

BLASTX 

g2213610 

178 

5.0e-13 

112 

19 

(AC000103) F21J9.4 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method ~ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221371 

LIB3165-008-P1-K1-C5 

BLASTX 

gl354515 

223 

2.0e-18 

94 

54 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 
Seq. ID 



221372 

LIB3165-008-P1-K1-D1 



31265 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g289920 

584 

1.0e-60 

119 

92 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

221373 

LIB3165-008-P1-K1-D10 

BLASTX 

g400890 

261 

1.0e-22 

116 

45 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR 

>gi_282837_pir S26953 photosystem II 22K protein precursor 

- spinach >gi_21307_emb_CAA4 8557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917_bbs_l 19338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinaci-a oleracea] 

221374 

LIB3165-008-P1-K1-D11 

BLASTX 

gll68251 

570 

6.0e-59 

130 

78 

PROBABLE CYSTEINE PROTEINASE A4 94 PRECURSOR 

>gi_1076384_pir S46535 probable cysteine proteinase (EC 

3.4.22.-) (clone A14 94) - Arabidopsis thaliana (fragment) 
>gi_5168 65_emb_CAA52403_ (X74359) putative thiol protease 
[Arabidopsis thaliana] 

221375 

LIB3165-008-P1-K1-D12 

BLASTX 

gl352821 

562 

5.0e-58 

106 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221376- 

LIB3165-008-P1-K1-D3 

BLASTX 

gl00616 

614 



31266 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E - value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-64 

130 

85 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

221377 

LIB3165-008-P1-K1-D4 

BLASTX 

g4406530 

330 

8.0e-31 

87 

78 

(AF126870) rubisco activase [Vigna radiata] 
221378 

LIB3165-008-P1-K1-D5 

BLASTX 

g602292 

453 

3.0e-45 

108 

81 

(U17987) RCH2 protein [Brassica napus] 
221379 

LIB3165-008-P1-K1-D6 

BLASTX 

gl346156 

621 

5.0e-65 

131 

92 

SERINE HYDROXYMETHYLTRANSFERASE,. MITOCHONDRIAL 2 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_4 81-94 3jpir S40213 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_4 37997_emb_CAA81079_ (225860) glycine 
hydroxymethyltransferase [Flaveria pringlei] 

221380 

LIB3165-008-P1-K1-D7 

BLASTX 

gl31385 

497 

2.0e-50 

122 

84 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



Seq. No. 



221381 



31267 



O 

a" 

n 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-008-P1-K1-D9 

BLASTX 

gl354517 

294 

1.0e-26 

129 

54 

(U55838) 



carbonic anhydrase [Populus tremula x Populus 



Seq. No. 
Seq. ID 



tremuloides] 
221382 

LIB3165-008-P1-K1-E12 

BLASTX 

g2129538 

319 

2.0e-29 

67 

88 

AT103 protein - Arabidopsis thaliana >gi_1033195 (U38232) 
AT103 [Arabidopsis thaliana] 

221383 

LIB3165-008-P1-K1-E3 

BLASTN 

g2687430 

63 ; 

1.0e-27 

67 

99 

Acorus gramineus large subunit 26S ribosomal RNA gene, 
partial sequence 

221384 

LIB3165-008-P1-K1-E4 

BLASTX 

gl66834 

602 

1.0e-62 
124 

92 - * 

(M86720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 

221385 

LIB3165-008-P1-K1-E5 

BLASTX 

g3738261 

179 

4.0e-13 

45 

87 

(AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 

221386 

LIB3165-008-P1-K1-E6 



31268 



Method 

NCBI GI 

BLAST score 

E -value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g3334245 

325 

3.0e-30 

74 

84 

LACTOYLGLUTATH IONE LYASE (METHYLGLYOXALASE) 
(ALDOKETOMUTASE) (GLYOXALASE I) (GLX I) (KETONE-ALDEHYDE 
MUTASE) (S-D-LACTOYLGLUTATHIONE METHYLGLYOXAL LYASE) 
>gi_2909424_emb_CAA12028_ (AJ224520) Glyoxalase I [Cicer 
arietinum] 

221387 

LIB3165-008-P1-K1-E8 

BLASTX 

g417154 

628 

9.0e-66 

123 
98 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 

221388 

LIB3165-008-P1-K1-F1 

BLASTX " 

g.3659907 

388 

1.0e-37 

105 
74 

(AF091857) protein translation factor SUI1 homolog 
[Pimpinella brachycarpa] 

221389 4 

LIB3165-008-P1-K1-F10 

BLASTX 

gl 352821 

584 

1.0e-60 

119 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

22139.0 

LIB3165-008-P1-K1-F11 

BLASTX 

g3335350 

393 

3.0e-38 
126 



31269 



% identity 

NCBI Description 



55 

(AC004512)- Similar to gb_Z84386 anthranilate 
N-hydroxycinnamoyl/benzoyltransferase from Dianthus 
caryophyllus . [Arabidopsis thaliana] 



beq. no. 


££. lj? 1 


Seq. lu 


T TD"51 C£_nflQ_Dl _ VI _T?1 9 

LlDjlDj"UUo~rl J\l r Lc 




RT EQTKI 
DlxHO 1 IN 




giooii 


bia/ioi score 




E value 




Mar.cn xengtn 






90 


NCBI Description 


G.hirsutum light regulated unknown reading 


Seq. No. 


221392 


Seq. ID 


LIB3165-008-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2494076 


BLAST score 


4 92 


E value 


9.0e-50 


Match length 


104 


% identity 


88 


NCBI Description 


NADP-DEPENDENT GLYCERALDEHYDE- 3- PHOSPHATE 1 



(NON-PHOSPHORYLATING GLYCERALDEHYDE 3-PHOSPHATE 
DEHYDROGENASE) (GLYCERALDEHYDE- 3- PHOSPHATE DEHYDROGENASE 
(NADP+) ) (TRIOSEPHOSPHATE DEHYDROGENASE) >gi_1842115 
(U87848) non-phosphorylating glyceraldehyde dehydrogenas 
[Nicotiana pi umbagini folia] 



Seq. No. 


221393 


Seq. ID 


LIB3165-008-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g393707 


BLAST score- 


561 


E value 


6.0e-58 


Match length 


129 


% identity 


8 6 , ... 


NCBI Description 


(X67696) acetyl-CoA acyltransf erase [Cucumis sativus] 


Seq. No. 


221394 


Seq. ID 


LIB3165-008-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2443886 


BLAST score 


262 


E value 


7.0e-23 


Match length 


68 


% identity 


79 


NCBI Description 


(AC002294) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


221395 


Seq. ID 


LIB3165-008-P1-K1-F7 


Method 


BLASTX 


NCBI GI . 


gl694976 


BLAST score 


275 


E value 


2.0e-24 


Match length 


106 



31270 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST sc.pre 

■E value 

Match length 

% identity 

NCBI Description 



52 

(Y094 82) HMG1 [Arabidopsis thaliana] 

>gi_2832361_emb_CAA74402_ (Y14073) HMG protein [Arabidopsis 
thaliana] 

221396 

LIB3165-008-P1-K1-G10 

BLASTX 

g2501356 

437 

2.0e-43 

85 

93 

TRANSKETOLASE, CHLOROPLAST PRECURSOR (TK) 

>gi_1658322_emb_CAA90427_ (Z50099). transketolase precursor 
[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221397 

LIB'31 65-008 -PI-K1-G11 

BLASTX 

g!31397 

291 

3.0e-26 

128 

54 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16"' KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 

221398 

LIB3165-008-P1-K1-G3 

BLASTX 

g2864617 

221 

5.0e-18 

111 

43 

(AL021811) H+-transporting ATP synthase chain9 - like 
protein [Arabidopsis thaliana] 

221399 

LIB3165-008-P1-K1-G4 

BLASTX 

gl352683 

219 

8.0e-18 
60 

73 * • 

PROTEIN PHOSPHATASE 2C PPH1 (PP2C) >gi_995839 (U34803) " 
protein phosphatase homolog [Arabidopsis thaliana] 



Seq. No. 



221400 



31271 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-008-P1-K1-G5 

BLASTX 

g4538913 

415 

8.0e-41 

100 

79 

(AL049482) putative protein [Arabidopsis thaliana] 
221401 

LIB3165-008-P1-K1-G7 

BLASTX 

g3914603 

489 

2.0e-49 

115 

78 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 

221402 

LIB3165-008-P1-K1-G8 

BLASTX 

g2970051 

373 

7.0e-36 

100 

70 

(AB012110) ARG10[Vxgna radiata] 
221403 

LIB3165-008-P1-K1-G9 

BLASTX 

gl22106 

37 5 

4:0e-36 

76 

100 

HISTONE H4 >gi_70771_pir HSZM4 histone H4 - maize 

>gi_81642_pir S06904 histone H4 - Arabidopsis thaliana 

>gi_2119028_pir S60475 histone H4 - garden pea 

>gi_21795_emb_CAA24 924_ (X00043) histone H4 [Triticum 
aestivum] >gi_166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi_166742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi_168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi_168501 (M13370) histone H4 [Zea mays] >gi_168503 
(M13377) histone H4 [Zea mays] >gi_498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi_1806285_emb_CAB01914_ 
(Z79638) histone H4 homologue [Sesbania rostrata] 
>gi_3927823 (AC005727) histone H4 [Arabidopsis thaliana] 
>gi_4580385_gb_AAD24364.1_AC007184_4 (AC007184) histone H4 

[Arabidopsis thaliana] >gi_225838_prf 1314298A histone H4 

[Arabidopsis thaliana] 



Seq. No. 



221404 



31272 



Q 



ffi 



n 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. * 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



LIB3165-008-P1-K1-H2 

BLASTX 

g2894599 

414 

1.0e-40 

108 

67 

(AL021889) 



putative protein [Arabidopsis thaliana] 



221405 

LIB3165-008-P1-K1-H5 

BLASTX 

gll9194 

182 

8.0e-14 

69 

64 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 

>gi_81607_pir S09152 translation elongation factor Tu 

precursor, chloroplast - Arabidopsis thaliana 
>gi_22565_emb_CAA364 98_ (X52256) elongation factor Tu 

precursor [Arabidopsis thaliana] >gi_226817_prf 1607332A 

elongation factor Tu [Arabidopsis thaliana] 

221406 

LIB3165-008-P1-K1-H6 

BLASTX 

g4056506 

369 

2.0e-35 

111 

61 

(AC005896) nodulin-like protein [Arabidopsis thaliana] 
221407 

LIB3165-008-P1-K1-H7 

BLASTX 

gl565225 

227 

9.0e-19 

49 

86 

(X95572) salt-tolerance protein [Arabidopsis thaliana] 
221408 

LIB3165-008-P1-K1-H9 

BLASTX 

g2465773 

147 

6.0e-12 

92 

33 

(AF022186) homologous to orf238 in Porphyra purpurea 
[Cyanidium caldarium] 

221409 

LIB3165-009-P1-K1-A1 



31273 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3880432 

165 

2.0e-ll 

114 

37 

(Z66521) similar to kinensin-like protein; cDNA EST 
yk!98el0.3 comes from this gene; cDNA EST ykl98e!0.5 comes 
from this gene [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221410 

LIB3165-009-P1-K1-A10 

BLASTX 

g4337025 

443 

4.0e-44 

114 

75 

(AF123253) AIMl protein [Arabidopsis thaliana] 
221411 

LIB3165-009-P1-K1-A11 

BLASTX 

gll68408 

533 

1.0e-54 

121 

88 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb_CAA6194 6_ (X89828) 
f ructose-1, 6-bisphosphate aldolase [Pisum sativum] 



221412 

LIB3165-009-P1-K1-A12 

BLASTX 

g3158474 

327 

2.0e-30 

90 

73 

(AF067184) aquaporin 1 



[Samanea saman] 



221413 

LIB3165-009-P1-K1-A3 

BLASTX 

gl28194 

464 

1.0e-46 

110 

77 

NITRATE REDUCTASE (NR) 
reductase (NADH) (EC 1, 



>gi_81572_pir A41667 nitrate 

6.6.1) - winter squash >gi_1674 99 



(M33154) nitrate reductase [Cucurbita maxima] 



Seq. No. 
Seq. ID 



221414 

LIB3165-009-P1-K1-A7 



31274 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3880432 

171 

3.0e-12 

60 

50 

(Z66521) similar to kinensin-like protein; cDNA EST 
ykl98el0.3 comes from this gene; cDNA EST ykl98el0.5 comes 
from this gene [Caenorhabditis elegans] 

221415 

LIB3165-009-P1-K1-B11 

BLASTX 

g3914605 

530 

3.0e-54 

124 

81 

KlBOLOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase - 
apple tree >gi_415852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221416 

LIB3165-009-P1-K1-B12 

BLASTX 

g289920 

587 

5.0e-61 

108 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221417 

LIB3165-009-P1-K1-B3 

BLASTX 

g551428 

92 

1.0e-08 

89 

43 

(X78996) tetrafunctional protein [Cucumis sativus] 
221418 

LIB3165-009-P1-K1-B4 

BLASTX 

g4091806 

364 

8.0e-35 

115 

64 

(AF052585) CONSTANS-like protein 2 [Malus domestical 



Seq. No. 



221419 



31275 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-009-P1-K1-B5 

BLASTX 

g4337025 

186 

5.0e-14 

92 
48' 

(AF123253) AIM1 protein [Arabidopsis thaliana] 
221420 

LIB3165-009-P1-K1-B6 

BLASTX 

g2661021 

559 

1.0e-57 

107 
96 

(AF035255) catalase [Glycine max] 
221421 

LIB3165-009-P1-K1-B9 

BLASTX 

g4204267 

461 

3.0e-46 

114 

77 

(AC005223) 55585 [Arabidopsis thaliana] 
221422 

LIB3165-009-P1-K1-C1 

BLASTX 

g551428 

188 

3.0e-14 

108 

40 

(X78996) tetraf unctional protein [Cucumis sativus] 

221423. - - - - 

LIB3165-009-P1-K1-C4 

BLASTX 

gll5705 

479 

2.0e-48 

105 

87 

CATALASE >gi_27 94 4 8_pir CSPM- catalase (EC 1.11.1.6) - 

garden pea >gi_20677_emb_CAA42736_ (X60169) catalase [Pisum 
sativum] 



Seq. No. 
Seq., ID 
Method 
NCBI GI 
BLAST score 
E value 



221424 

LIB3165-009-P1-K1-C7 

BLASTX 

g4406530 

293 

2.0e-26 



31276 





17JCI L. L,ll iciiy Lll 


104 




% i dpntitv 


62 




LN ^ o X Ly W O \_r X J- \— -L. V-/ 1 1 


(AF12687CM rubisco activase TViana radiatal 




Sea No. 


221425 




JCv^ • x l/ 


LIB31 65-00 9-P1-K1-C8 




Met* hnd 


BLASTX 




NCBI GI 


g2306917 




BLAST score 


301 




F. 1 hp 


1 . 0e-27 




Mat* 1 pnnfh 


71 






86 




MPRT Dp^pri nf l on 


fAFOf)"372fi} nla^ma mernoranp i niri nsi r orot*pi n fArahi Hon* 






+"hsl "i ^nal 

L.iiaxxai id j 




Sea No 


221426 




Sea ID 


LIB3165-009-P1-K1-D10 




Method 


BLASTX 




NCBI GI 


g4406530 




RT.A^T crorp 






F wa 1 np 


1 Oe-27 




Mahrh 1 o r> +~ h 


1 01 

X VJ / 






62 




IN^Dl UCOLL.lL^LXUIl 


\ n E iluQ / U / x uuxo l^u dLLi vaoc |_vxyiici laLUdLaj 


o 


Sea No 


221427 




OC\j • XL/ 


LIB3165-009-P1-K1-D11 

jji.DJ±u j r i rvx x/xx 


01 


Method 


BLASTX 


f 


NCBI GI 


g4115357 




RT.AST cjrnrp 


190 




P. \7"a 1 IIP 
Hi V CIX LiC 


2 . 0e-14 


i .g 


rJa LL-ll 1C11LJ Lll 


J L/ 




% identitv 


44 


fi 


IMvDI UCOLI l^LlUll 


\ \J \J -J z? -~) i / iiyLiuLiiCLXLai ^lULciii [niauiuuLJoio L-iiaxxdiici j 




Sea No 


221428 




Sea TD 


LIB31 65-00 9-P1-K1-D12 

DID Jl U J \J \J C X tl 1\X X/X£> 




Method 


BLASTX 




NCBI GI 


g392.8760 




BLAST score 


223 - 




R vfl 1 up 

I_l V 


3 . 0e-18 




Ma1"ph 1 pnat~hi 

1JC1L,^>11 ICll^ til 


108 






48 




NPRT Dp err l of* i on 


fARfll 1 7Q7^ homo 1 on "t~o nl a^t i H- 1 "i ni H-a^^nri pH nrotPi n 






rPi Itiiq nnchi nl 

[UXLi UO UllOllXLLJ 




Sea No 


221429 




Seq. ID 


LIB3165-009-P1-K1-D4 




Method 


BLASTX 




NCBI GI 


g2661021 




BLAST score 


566 




E value 


2.0e-58 




Match length 


110 




% identity 


96 




NCBI Description 


(AF035255) catalase [Glycine max] 



Seq. No. 221430 



31277 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-009-P1-K1-D5 

BLASTX 

gl352821 

486 

4.0e-49 

94 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221431 

LIB3165-009-P1-K1-D6 

BLASTX 

g4455208 

309 

2.0e-28 

117 

59 

(AL035440) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221432. 

LIB3165-0O9-P1-K1-D7 

BLASTX 

gl709690 

318 

2.0e-29 

87 

70 

PEPTIDE METHIONINE SULFOXIDE REDUCTASE (PEPTIDE MET (O) 

REDUCTASE) >gi_107 6454_pir S55365 probable peptide 

methionine sulfoxide reductase - rape 
>gi_853739_emb_CAA88538_ (Z48619) peptide methionine 
sulfoxide reductase [Brassica napus] 

>gi_1143406_emb_CAA63919_ (X94225) methionine sulfoxide 
reductase [Brassica napus] 



Seq.- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221433 

LIB3165-009-P1-K1-D8 

BLASTX 

g3298548 

434 

5.0e-43 

115 

71 

(AC004681) putative spliceosomal protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID ■ 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



221434 

LIB3165-009-P1-K1-D9 

BLASTN 

gl8058 

293 

1.0e-164 
357 



31278 



% identity 

NCBI Description 



96 

Citrus limon cistron for 26S ribosomal RNA 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221435 

LIB3165-009-P1-K1-E3 

BLASTX 

gl32794 

437 

2.0e-43 

112 

75 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L22 >gi_71288_pir R5NT22 

ribosomal protein L22 - common tobacco chloroplast 
>gi_11866_emb_CAA77382_ (Z00044) ribosomal protein L22 

[Nicotiana tabacum] >gi_225236_prf 1211235BU ribosomal 

protein L22 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221436 

LIB3165-009-P1-K1-E6 

BLASTX 

g81548 

433 

6.0e-43 

110 

77 

catalase (EC 1.11.1.6) 



chain 1 - upland cotton 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score' 

E value 

Match length 

% identity 

NCBI Description 



221437 

LIB3165-009-P1-K1-E7 

BLASTX 

gl66834 

631 

4 .Oe-66 

128 

95 

(M86720) 
"activase 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi_2642155 JAC003000) 



Rubisco activase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221438 ' - 

LIB3165-009-P1-K1-E8 

BLASTX 

gl352821 

546 

3.0e-56 

114 , . 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose. bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



221439 

LIB3165-009-P1-K1-E9 

BLASTX 

g3550519 



31279 



BLAST* score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



367 

3.0e-35 

106 

63 

(AJ007630) oxygenase [Nicotiana tabacum] 
221440 

LIB3165-009-P1-K1-F10 

BLASTX 

gl352821 

574 

2.0e-59 

112 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN" PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 





221441 




T.TR^I fi^-DDQ-Pl-Kl - PI 1 

lllOJlUJ \J\JJ t -L I\X C li 


Method 


BLASTX 


NCBI GI 


g.2661021 




525 


Hi val U.G 




Maf nh 1 o r> it +* H 


X \J J 


9; nHon+'T+'v 
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( APn^ c i9 ^ S 1 pafa 1 oca [^1 VP1T\P TTlflvl 
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Seq. No. 


221442 


Seq. ID 


LIB3165-009-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4415992 


BLAST score 


607 


E value 


2.0e-63 


Match length 


121 


% identity 


96 , 


NCBI Description 


(AF059288) beta-tubulin 2 [Eleusine indica] 


Seq. No. 


221443 


Seq. ID 


LIB3165-009-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g4454458 


BLAST score 


276 


E value 


2.0e-24 


Match length 


104 


% identity 


60 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 


Seq. No. 


221444 


Seq. ID 


LIB3165-009-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


gl354515 


BLAST score 


220 


E value 


6.0e-18 


Match length 


101 



31280 



% identity 

NCBI Description 



50 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221445 

LIB3165-009-P1-K1-G3 

BLASTX 

gl31384 

311 

1.0e-28 

75 

80 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_81934_pir S04132 

photosystem II oxygen-evolving complex protein 1 precursor 
- garden pea >gi_20621_emb_CAA33408_ (X15350) precursor (AA 
-81 to 248) [Pisum sativum] >gi_34 4004_dbj_BAA02554_ 
(D13297) precursor for 33-kDa protein of photosystem II 

[Pisum sativum] >gi_226937 jprf 1611461A 02 evolving 

complex 33kD protein [Arachis hypogaea] 

221446 

LIB3165-009-P1-K1-G5 

BLASTX 

gl352821 

479 

4 .Oe-50 

108 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR * 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


221447 


Seq. ID 


LIB3165-009-P1-K1-G7 


Method . 


BLASTX 


NCBI GI 


g!256595 


BLAST score 


369 


E value 


2.0e-35 


Match length 


106 


% identity 


65 


NCBI Description 


(U38915) LytB [Synechocystis PCC6803] 


Seq. No. 


221448 


Seq. ID 


LIB3165-009-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


4 62 


E value 


2.0e-46 


Match length 


125 


% identity 


75 


NCBI Description 


(X15190) precursor (AA -68 to 337) [Pisum 


Seq. No. 


221449 



31281 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-009-P1-K1-H10 

BLASTX 

g3860323 

377 

2.0e-36 

78 

88 

(AJ012688) 



hypothetical protein [Cicer arietinum] 



221450 

LIB3165-009-P1-K1-H11 

BLASTX 

gl31167 

311 

1.0e-28 

120 

62 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_100292__pir S18348 photosystem I chain II precursor 

wood tobacco >gi_19748_emb_CAA42 623_ (X60008) PSI-D2 
[Nicotiana sylvestris] 



Seq. No". 


221451 


Seq. ID 


LIB3165-009-P1-K1-H3 


Method 


BLASTN 


NCBI GI 


gl8058 


BLAST score 


76 


E value 


1.0e-34 


Match length 


260 


% identity 


83 


NCBI Description 


Citrus limon cistron for 


Seq. No. 


221452 


Seq. ID 


LIB3165-009-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3096949 


BLAST score 


397 


E value 


1.0e-38 


Match length 


121- 


% identity 


60 


NCBI Description 


(Y16328) putative cyclic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] >gi_3894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 

221453 

LIB3165-009-P1-K1-H7 

BLASTX 

g3914940 

389 

9.0e-38 

128 

65 

SEDOHEPTULOSE-1, 7-BISPHOSPHATASE CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BIS PHOSPHATASE ) ( SBPASE ) ( SED ( 1 , 7 ) P2ASE ) 
>gi_2529376 (L76556) sedoheptulose-1, 7-bisphosphatase 
[Spinacia oleracea] 



31282 





4 S4 


Seq. ID 


LIB3165-009-P1-K1-H9 


Method 


BLASTX 




a2245066 
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221455 


Seq. ID 


LIB3165-011-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl69199 


BLAST score 


143 


E value 


3.0e-09 


Match length 


48 


% identity 


33 


NCBI Description 


(K00973) Major Cab protein [Petunia sp.] 



Se,q. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



221456 

LIB3165-011-P1-K1-A2 

BLASTX 

g3.023752 

280 

6.0e-25 

103 

58 

FERREDOXIN I 
f erredoxin-I 



PRECURSOR >gi_1418 982_emb_CAA99756_ (Z75520) 
[Lycopersicon esculentum] 



221457 

LIB3165-011-P1-K1-A3 

BLASTX 

g4406530 

349 

5.0e-33 
118 

63 - 

(AF126870) rubisco activase [Vigna radiata] 
221458 

LIB3165-011-P1-K1-A4 

BLASTN 

g2687430 

42 

6.0e-15 

86 

87 

Acorus gramineus large subunit 2 6S ribosomal RNA gene, 
partial sequence 

221459 

LIB3165-011-P1-K1-A7 

BLASTX 

gl352821 



31283 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



554 

5.0e-57 

108 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221460 

LIB3165-011-P1-K1-A8 

BLASTX 

g541979 

313 

9.0e-29 

79 

80 

guanine nucleotide regulatory protein - fava bean 
>gi_303744_dbj_BAA02113_ (D12545) GTP-binding protein 
[Pisum sativum] >gi_452361_emb_CAA82709_ (Z29592) guanine 
nucleotide regulatory protein [Vicia faba] 

>gi_738937_prf 2001457E GTP-binding protein [Pisum 

sativum] >gi_1098295_prf 2115367C small GTP-binding 

protein [Vicia faba] 

221461 ■ ... 

LIB3165-011-P1-K1-A9 

BLASTX 

g289920 

678 

1.0e-71 

128 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

221462 

LIB3165-011-P1-K1-B1 

BLASTX - - - 

gl346155 

639 

5.0e-67 

138 

89 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 1 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_481942_pir S40212 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_437995_emb_CAA81078_ (Z25859) glycine 
hydroxymethyltransf erase [Flaveria pringlei] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



221463 

LIB3165-011-P1-K1- 

BLASTX 

g2677828 

460 



Bll 



31284" 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-46 

131 

66 

(U93166) cysteine protease [Prunus armeniaca] 
221464 

LIB3165-011-P1-K1-B2 

BLASTX 

g2911085 

341 

5.0e-32 
134 

57 

(AL021960) photosystem II oxygen-evolving complex protein 3 

- like [Arabidopsis thaliana] >gi_3402748_emb_CAA20194 . 1_ 
(AL031187) photosystem II oxygen-evolving complex protein 3 

- like [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
^E value 
Match length 
% identity 
NCBI Description 



221465 

LIB3165-011-P1-K1-B4 

BLASTX 

g231688 

237 

4 .Oe-21 

99 

63 

CATALASE ISOZYME 2 >gi_99599_pir S17493 catalase (EC 

1.11.1.6) - upland cotton >gi_18488_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase- [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221466 

LIB31 65-01 1-P1-K1-B6 

BLASTX 

gl00615 

261 

8.0e-23 

115 

48 

ribulose-bisphosphate carboxylase activase A short form 

precursor - barley >gi_167091 (M55447) ribulose 

1, 5-bisphosphate carboxylase activase [Hordeum vulgare] 



Seq. No. 221467 

Seq. ID LIB3165-011-P1-K1-B7 

Method BLASTX 

NCBI GI g4115726 

BLAST score 152 

E value 6.0e-10 

Match length 115 

% identity 32 

NCBI Description (AB015947) aquaporin-4 [Bos taurus] 

Seq. No. 221468 

Seq. ID* LIB3165-011-P1-K1-B8 

Method BLASTX 

NCBI GI gl053216 

BLAST score .486 



31285 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-49 

92 

98 

(U39475) chlorophyll a/b-binding protein [Glycine max] 
221469 

LIB3165-011-P1-K1-C12 

BLASTX 

g289920 

450 

6.0e-45 

112 

7 9 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221470 

LIB3165-011-P1-K1-C2 

BLASTX 

gl352821 

604 

7.0e-63 

112 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221471 

LIB3165-011-P1-K1-C3 

BLASTX 

g505482 . 

524 

2.0e-53 

139 y 

78 

(X64349) 33 kDa polypeptide of water-oxidizing 
photosystem II [Nieotiana tabacum] 



complex of 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match 'length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID . 
Method 
NCBI GI 
BLAST score 
E value 



221472 

LIB3165-011-P1-K1-C6 

BLASTX 

g4539335 

262 

8. 0e-23 

132 

44 

(AL035539) putative protein [Arabidopsis thaliana] 
221473 

LIB3165-011-P1-K1-C8 

BLASTX 

gl66835 

729 

1.0e-77 



31286 



Match length 141 
% identity 97 

NCBI Description (M8 6720) ribulose bisphosphate carboxylase/oxygenase 

activase [Arabidopsis thaliana] >gi_2642170 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 



221474 

LIB3165-011-P1-K1-D1 
BLASTX 
g3128177 
529 

4 .Oe-54 
125 
82 

(AC004521) unknown protein [Arabidopsis thaliana] 

< ■ ■ 

221475 

LIB3165-011-P1-K1-D10 
BLASTX 
g417103 
654 

9.0e-69 
Match length - r 131 
% identity 100 

NCBI Description HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_4 04825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ (X83422) 
histone H3' variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nico'tiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38916. 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4 4 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seg. ID 
Method 
NCBI GI 
BLAST score 
E value 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221476 

LIB3165-011-P1-K1-D11 

BLASTX 

g2462931 

512 

3.0e-52 

102 

90 

(Z83833) UDP-glucose: sterol glucosyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



221477 

LIB3165-011-P1-K1-D2 



31287 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3122232 

278 

1.0e-24 

105 

58 

MITOCHONDRIAL HEAT SHOCK 22 KD PROTEIN PRECURSOR 
>gi_1669866 (U72958) AtHSP23 . 6-mito [Arabidopsis thaliana] 
>gi_4454008_emb_CAA23061_ (AL035396) Arabidopsis 
mitochondrion-localized small heat shock protein 
(AtHSP23. 6-mito) [Arabidopsis thaliana] 



Seq. No. 


2214. to 


Seq. ID 


LIB3165-011-P1-K1-D6 


Method 


BLASTX 




gi y jj y i 4 


BLAST score 


184 


E value 


1.0e-13 


Match length 


63 


% identity 


56 


NCBI Description 


(U77347) lethal leaf- 


Seq. No. 


221479 


Seq. ID 


LIB3165-011-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


699 


E value 


4.0e-74 


Match length 


130 


% identity 


99 


NCBI Description 


(L07119) chlorophyll , 




hirsutum] 


Seq. No. 


221480 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-011-P1-K1-D9 

BLASTX 

g2970051 

421 

2.0e-41 

113 ; 
71 

(AB012110) ARG10 [Vigna radiata] 
221481 

LIB3165-011-P1-K1-E10 

BLASTX 

g2501578 

619 

1.0e-64 

132 

95 

ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_2129913_pir S60047 

ethylene-responsive protein 1 - Para, rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 



221482 



31288 



Seq. * ID 


LlDOlDD-Ull-rl-Kl- hlZ 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


con 

529 


E value 


4 . Oe-54 


Match length 


128 


% identity 


O A 

84 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 


Seq. No. 


2214 8 J 


Seq. ID 


LIB3165-011-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g302328 1 


BLAST score 


429 


E value 


2.0e-42 


Match length 


131 


% identity 


63 


NCBI Description 


HIGH AFFINITY AMMONIUM TRANSPORTER 




>gi 2065194 emb CAA64475 (X95098) ammonium transport' 




[Lycopersicon ~ esculentum] 


Seq. No. 


OOI A O A 

ZZ 14 84 


Seq. ID 


LIB3165-011-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g3702332 


BLAST score . 


235 


E value 


1.0e-19 


Match length 


80 


% identity 


54 


NCBI Description 


(AC005397) unknown protein [Arabidopsis thaliana] 


Seq. No. 


O O 1 /IOC 

2214 85 


Seq. ID 


LIB3165-011-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g4467158 


BLAST score 


281 


E value 


5.0e-25 " 


Match length 


125 


% identity 


57 


NCBI Description 


(ALO 35540) putative protein [Arabidopsis thaliana] 


Seq. No. 


221486 


Seq. ID 


LIB3165-011-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


508 


E value 


1 . Oe-51 


Match length 


134 


% identity 


/8 


NCBI Description 


(X15190) precursor (AA -68 to 337) [Pisum sativum] 


Seq. No. 


221487 


Seq. ID 


LIB3165-011-P1-K1-E9 


Method 


BLASTX n: 


NCBI GI 


gl332579 


BLAST score 


578 


E value 


7.0e-60 



31289 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
-% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



116 
10 

(X98063) polyubiquitin [Pinus sylvestris] 
221488 

LIB3165-011-P1-K1-F1 

BLASTX 

gl708313 

475 

8.0e-48 

100 

95 

HEAT SHOCK PROTEIN 81-3 (HSP81-3) >gi_999396_bbs_163637 
(S77849) heat-shock Protein=HSP81-3 [Arabidopsis 
thaliana=thale-cress, Peptide, 699 aa] [Arabidopsis 
thaliana] 

221489 

LIB3165-011-P1-K1-F12 

BLASTX 

g2501568 

177 

8.0e-13 

55 
55 

HYPOTHETICAL 28.8 KD PROTEIN SLL0506 

>gi_1001342_dbj_BAA10829_ (D64006) hypothetical protein 
[Synechocystis sp.] 

221490 

LIB3165-011-P1-K1-F2 

BLASTX 

gl352821 

742 

4.0e-79 
141 
96 „ 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221491 

LIB3165-011-P1-K1-F4 

BLASTX 

g266893 

564 

3.0e-58 

122 

91 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_322416_pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47906_ (X67674) rubisco activase [Cucumis 
sativus] 



31290 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221492 

LIB3165-011-P1-K1-F5 

BLASTX 

gl352821 

600 

2.0e-62 

114 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581 joir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


221493 


Seq. ID 


LIB3165-011-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3212852 


BLAST score 


259 


E value 


2 . Oe-22 


Match length 


98 


% identity 


53 


NCBI Description 


(AC004005) unknown protein [Arabidopsis thaliana] 


Seq. No. 


221494 


Seq. ID 


LIB3165-011-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


545 


E value 


5.0e-56 


Match length 


135 


% identity 


82 


NCBI Description 


r RUC lObb-olbrHObrhAI L ALDULAbh, LnliUKUrLiAo 1 FRLLUKbUK 


Seq. No. 


zz 14 yo 


Seq. ID 


LIBilbo-ul 1-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g68200 


BLAST score 


37 9 


E value 


2.0e-36 


Match length 


99 


% identity 


80 


NCBI Description 


f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 




chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 




f ructose-bisphosphate aldolase [Spinacia oleracea] 


Seq. No. 


221496 


Seq. ID 


LIB3165-011-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


gl483218 


BLAST score 


182 


E value 


2.0e-13 


Match length 


102 


% identity 


41 


NCBI Description 


(X99793) induced upon wounding stress [Arabidopsis 




thaliana] 



31291 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221497 

LIB3165-011-P1-K1-G11 

BLASTX 

gl352821 

594 

1.0e-61 

111 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 





Seq. No. 


221498 




Seq. ID 


LIB3165-I 




Method 


BLASTX 




NCBI GI 


a20729 




BLAST score 


405 


m 


E value 


1.0e-39 




Match length 


108 




% identity 


75 


6 


NCBI Description 


(X15190) 




Seq. No". 


221499 




Seq. ID 


LIB3165-' 




Method 


BLASTX 




NCBI GI 


gl703129 




BLAST score 


553 




E value 


6.0e-57 




Match length 


103 


Q 


% identity 


98 




NCBI Description 


ACTIN 11 






thaliana 



[Pisum sativum] 



S68109 actin 11 - Arabidopsis 



thaliana] 



Seq. No. 

Seq. ID 

Method " 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221500 

LIB3165-011-P1-K1-G4 

BLASTX 

g231610 

395 

2.0e-38 

128 

66 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



221501 

LIB3165-011-P1-K1-G5 

BLASTX 

gl31384 

534 

8.0e-55 
115 



31292 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_81934 jpir S04132 

photosystem II oxygen-evolving complex protein 1 precursor 
- garden pea >gi_20621_emb_CAA33408_ (X15350) precursor (AA 
-81 to 248) [Pisum sativum] >gi_34 4004_dbj_BAA02554_ 
(D13297) precursor for 33-kDa protein of photosystem II 

[Pisum sativum] >gi_226937_prf 1611461A 02 evolving 

complex 33kD protein [Arachis hypogaea] 

221502 

LIB3165-011-P1-K1-G6 

BLASTX 

gl781348 

645 

1.0e-67 

140 

89 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 
Seq. ID- 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E /value 

Mat-ch length 

% identity 

NCBI Description 



221503 

LIB3165-011-P1-K1-H1 

BLASTX 

g4105798 

229 

6.0e-19 

61 

61 

(AF049930) PGP237-11 



[Petunia x hybrida] 



221504 

LIB3165-011-P1-K1-H10 . 

BLASTX 

gl351630 

254 

7.0e-22 
104 

48 - - — - . 

PROBABLE RNA 3' -TERMINAL PHOSPHATE CYCLASE 
(RNA- 3' -PHOSPHATE CYCLASE) (RNA CYCLASE) 

>gi_2130253_pir S62537 hypothetical protein SPAC12G12 . 06c 

- fission yeast (Schizosaccharomyces pombe) 
>gi_1052524_emb_CAA91501_ (Z66568) SPAC12G12 . 06c, unknown, 
len: 363 [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221505 

LIB3165-011-P1-K1-H11 

BLASTX 

g3738261 

212 

5.0e-17 

54 

83 

(AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 



31293 





Seq. No. 


221506 




Seq. ID 


LIB3165-011-P1-K1-H4 




Method 


BLASTX 




NCBI GI 


g4490728 




BLAST score 


324 




E value 


4 . Oe-30 




Match length 


99 




% identity 


64 




NCBI Description 


(AL035709) putative protein [Arabidopsis thaliana] 




Seq. No. 


221507 




Seq. ID 


LIB3165-011-P1-K1-H9 




Method 


BLASTN 




NCBI GI 


gl6472 




BLAST score 


41 




E value 


9.0e-14 




Match length 


228 




% identity 


79 




NCBI Description 


A. thaliana rRNA repeat unit, most frequent IGR type 




Seq. No. 


221508 


JZ 


Seq. ID 


LIB3165-012-P1-K1-A10 




Method 


BLASTX 




NCBI GI 


g2864617 


CP 


BLAST score 


266 


- 


E value 


3.0e-23 




Match length 


124 




% identity 


52 




NCBI Description 


(AL021811) H+-transporting ATP synthase chain9 - like 


p~ 




protein [Arabidopsis thaliana] 


i_J 

o 


Seq. No. 


221509 




Seq. ID 


LIB3165-012-P1-K1-A2 


1=1 


Method 


BLASTX 




NCBI GI 


g4406530 




■BLAST score 


355 




E value 


1.0e-33 




Match length 


98 




% identity 


74 




NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 




Seq. No. 


221510 




Seq. ID 


LIB3165-012-P1-K1-A3 




Method 


BLASTX 




NCBI GI 


gll5470 




BLAST score 


259 




E value 


9.0e-23 




Match length 


91 



% identity 60 

NCBI Description CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi__320554_pir S28412 carbonate dehydratase 

(EC 4.2.1.1) precursor - Arabidopsis thaliana 
>gi_1434 3_emb_CAA4 6508_ (X65541) carbonic anhydrase 
[Arabidopsis thaliana] 



Seq. No. 221511 

3i294 



Seq-. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-012-P1-K1-A6 

BLASTX 

gll68411 

537 

4.0e-55 

127 

87 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
221512 

LIB3165-012-P1-K1-A9 

BLASTX 

gl352821 

539 

3.0e-55 

102 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221513 

LIB3165-012-P1-K1-B10 

BLASTX 

■gl709651 

391 

6.0e-38 

119 

65 

PLASTOCYANIN A 
plastocyanin a 
>gi_929813_emb_CAA90564 
nigra] 



PRECURSOR >gi_2 1174 3 l_pi r S 5 8209 

precursor - black poplar 

(Z50185) plastocyanin a [Populus 



Seq. No. 
Seq. ID 
Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221514 

LIB3165-012-P1-K1-B2 
BLASTX 

g20729 

383 

4 .Oe-37 

106 

74 

(X15190) precursor (AA 



-68 to 337) [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length " 

% identity 

NCBI Description 



221515 

LIB3165-012-P1-K1-B4 

BLASTX 

g4406530 

247 

2.0e-28 

92 

68 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 



221516 



31295 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-012-P1-K1-B5 

BLASTX 

gll99772 

284 

2.0e-25 

120 

56 

(D83226) extensin like protein [Populus nigra] 
>gi_1199774_dbj_BAA11855_ (D83227) extensin like protein 
[Populus nigra] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221517 

LIB3165-012-P1-K1-B8 

BLASTX 

g3335341 

149 

1.0e-09 

109 

42 

(AC004512) T8F5.10 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI ,GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221518 

LIB3165-012-P1-K1-C12 

BLASTX 

g4454466 

197 

3.0e-15 

52 

69 

(AC006234) unknown protein [Arabidopsis thaliana] 
221519 

LIB3165-012-P1-K1-C3 

BLASTX 

g68200 

381 

6.0e-37 f< 

102 

79 • 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 

221520 

LIB3165-012-P1-K1-C5 

BLASTX 

gl31385 

525 

1.0e-53 

127 

84 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



Seq. No. 
Seq. ID 



221521 

LIB3165-012-P1-K1-C6 



31296 



Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll72664 

175 

1.0e-12 

37 

92 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_419791_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_298482_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221522 

LIB3165-012-P1-K1-C7 

BLASTX 

gll68728 

339 

8.0e-32 

116 

53 

CINNAMYL-ALCOHOL DEHYDROGENASE 1 (CAD) >gi_598071 (L37883) 
cinnamyl-alcohol dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221523 

LIB3165-012-P1-K1-C8 

BLASTX 

g487046 

264 

4.0e-23 

109 

49 

photosystem I chain II precursor - wood tobacco 
>gi_407769_dbj_BAA02871_ (D13718) PSI-D1 precursor 
[Nicotiana sylvestris] 



Seq. No. 

Seq. ID - 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221524 

LIB3165-012-P1-K1-D1 

BLASTX 

g4481934 

143 

7.0e-09 

101 

15 

(AL035640) CDA peptide synthetase I 
coelicolor] 



[Streptomyces 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221525 

LIB3165-012-P1-K1-D10 

BLASTX 

g4545262 

165 

2.0e-ll 

44 

66 

(AF118230) metallothionein-like protein [Gossypium 



31297 



hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221526 

LIB3165-012-P1-K1-D11 

BLASTX 

g3123271 

497 

2.0e-50 

114 

84 

40S RIBOSOMAL PROTEIN S6 >gi_2224751_emb_CAA74381_ 
ribosomal protein S6 [Arabidopsis thaliana] 

221527 

LIB3165-012-P1-K1-D12 

BLASTX 

gl617206 

344 

2.0e-32 

78 

78 

(Z72489) CP12 [Pisum sativum] 



(Y14052) 



Seq. No. ^ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length. 

% identity 

NCBI Description 



221528 

LIB3165-012-P1-K1-D2 

BLASTX 

g542020 

348 

4 ,0e-45 

121 

77 

sucrose transport protein - castor bean 

>gi_468562_emb_CAA83436_ (Z31561) sucrose carrier [Ricinus 
communis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 

BLAST -score 

E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221529 

LIB3165-012-P1-K1-D5 . 

BLASTX 

g282833 

296 — 

8.0e-27 

73 

84 

phosphoglycerate kinase 



(EC 2.7.2.3) - spinach (fragment) 



221530 

LIB3165-012-P1-K1-D6 

BLASTX 

g693916 

171 

3.0e-12 

66 

59 

(U21111) chlorophyll a/b binding protein [Solanum 
tuberosum] 



Seq. No. 



221531 



31298 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 



LIB3165-012-P1-K1-D7 

BLASTX 

g3831458 

133 

3.0e-16 

114 

36 

(AC005700) hypothetical protein [Arabidopsis thaliana] 
221532 

LIB3165-012-P1-K1-E10 

BLASTX 

g3193326 

171 

3.0e-12 

83 

52 

(AF069299) contains similarity to transcriptional 
activators such as Ra-like and myc-like regulatory R 
proteins [Arabidopsis thaliana] 



221533 

LIB3165-012-P1-K1^E11 

BLASTX 

gl352683 

163 

3.0e-ll 

46 

72 

PROTEIN PHOSPHATASE 2C PPH1 
protein phosphatase homolog 



(PP2C) >gi_995839 (U34803) 
[Arabidopsis thaliana] 



221534 

LIB3165-012-P1-K1-E12 

BLASTX 

g3377812 

194 

7.0e-15 
62 

68 - 

(AF076275) contains similarity to heavy-metal-associated 
domain containing proteins (Pfam: HMA. hm, score: 12.02) 
[Arabidopsis thaliana] 

221535 

LIB3165-012-P1-K1-E2 

BLASTX 

gl408471 

535 

7.0e-55 

120 

82 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 

221536 



31299 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-012-P1-K1-E3 

BLASTX 

gl31187 

301 

2.0e-27 

132 

55 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_72681_pir F1SP3 photosystem I chain III precursor - 

spinach >gi_21303_emb_CAA31523_ (X13133) PSI subunit IV 
preprotein (AA -77 to 154) [Spinacia oleracea] 

>gi_226166_prf 1413236A photosystem I reaction center IV 

[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221537 

LIB3165-012-P1-K1-E5 

BLASTX 

g4510373 

266 

3.0e-23 
72 
71 

(AC007017] 
thaliana] 



putative harpin-induced protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221538 

LIB3165-012-P1-K1-E6 

BLASTX 

gll30682 

323 

5.0e-30 

62 

100 

(Z4 6959) acetohydroxyacid synthase [Gossypium hirsutum] 

221539 , ; 

LIB3165-012-P1-K1-E7 

BLASTX 

g2209332 

610 

1.0e-63 

133 

86 

(U89272) chloroplast membrane protein ALBIN03 [Arabidopsis 
thaliana] >gi_3927828 (AC005727) chloroplast membrane 
protein ALBIN03 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221540 

LIB3165-012-P1-K1-E8 

BLASTN 

g2687434 

307 

1.0e-172 

367 

96 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 



31300 



partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221541 . 

LIB3165-012-P1-K1-E9 

BLASTX 

g4406530 

329 

1.0e-30 

92 
74 

(AF126870) rubisco activase [Vigna radiata] 
221542 

LIB3165-012-P1-K1-F10 

BLASTX 

gl706107 

632 

3.0e-66 

130 
95 

CHLOROPLAST TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT) 
>gi_1143709 (U13630) chloroplast phosphate/triose-phosphate 
translocator precursor [Brassica oleracea] 

221543 

LIB3165-012-P1-K1-F11 

BLASTX 

g421826 

291 

2.0e-26 

57 

88 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



221544 

LIB3165-012-P1-K1-F3 
BLASTX - • 

gll68408 
574 

2.0e-59 

128 

89 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bispho.sphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb_CAA6194 6_ (X89828) • 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 

221545 

LIB3165-012-P1-K1-F6 

BLASTX 

gl352821 

671 

8.0e-71 

126 

95 



31301 



NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581j?ir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221546 

LIB3165-012-P1-K1-F7 

BLASTX 

g4105794 

200 

2.0e-15 

45 
62 

(AF049928) PGP224 [Petunia x hybrida] 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221547 

LIB3165-012-P1-K1-F9 

BLASTX 

g4008159 

269 

8.0e-24 

84 

64 

(AB015601) DnaJ homolog [Salix gilgiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221548 

LIB3165-012-P1-K1-G3 

BLASTX 

g462195 

432 

9.0e-43 

93 

91 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 G0S2 protein - rice 

>gi_20238_emb_CAA36190_ (XS1910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 221549 

Seq. ID LIB3165-012-P1-K1-G5 

Method BLASTX 

NCBI GI gl653089 

BLAST score 305 

E value 7.0e-28 

Match length 89 

% identity 63 

NCBI Description (D90911) hypothetical protein [Synechocystis sp.] 

Seq. No. 221550 

Seq. ID LIB3165-012-P1-K1-G6 

Method BLASTX . - 

NCBI GI gll70711 

BLAST score 394 

E value 2.0e-38 

Match length 92 



31302 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



"Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST- score 
E value 
Match length 



86 

SHAGGY RELATED PROTEIN KINASE ASK-ALPHA 

>gi_541901_pir S41596 protein kinase ASK-alpha (EC 

2.7.1.-) - Arabidopsis thaliana >gi_4 60832_emb_CAA53181_ 
(X75432) shaggy related kinase [Arabidopsis thaliana] 
>gi_1769889_emb_CAA48538_ (X68525) serine /threonine 
protein kinase [Arabidopsis thaliana] 

221551 

LIB3165-012-P1-K1-G7 

BLASTX 

g3288821 

557 

2.0e-57 

133 

78 

(AF063901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 

221552 

LIB3165-012-P1-K1-G8 

BLASTX 

g4468979 

278 

6.0e-25 

54 - 

94 - 

(AL035605) putative protein [Arabidopsis thaliana] 
221553 

LIB3165-012-P1-K1-H10 

BLASTX 

g4406530 

296 

2.0e-27 

59 

95 

(AF126870) rubisco activase [Vigna radiata] 
221554 

LIB3165-012-P1-K1-H11 

BLAST N 

g2687435 

262 

1.0e-145 

350 

95 

Hamamelis virginiana large subunit 26S ribosomal RNA gene 
partial sequence 

221555 

LIB3165-012-P1-K1-H5 

BLASTX 

g2662343 

587 

6.0e-61 
116 



31303 



% identity' 

NCBI Description 



97 

(D63581) EF-1 alpha [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
.NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI- GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221556 

LIB3165-012-P1-K1-H7 

BLASTX 

g3202032 

263 

4.0e-23 

96 

41 

(AF069319) leaf catalase [Mesembryanthemum crystallinum] 
221557 

LIB3165-012-P1-K1-H8 

BLASTX 

gl791309 

203 

5.0e-16 

106 

50 

(U83500) cystathionine gamma-synthase [Arabidopsis 
thaliana] >gi_2852454_dbj_BAA24 699_ (AB010888) 
cystathionine gamma- synthase -[Arabidopsis thaliana] , 

221558 

LIB3165-012-P1-K1-H9 

BLASTX 

gl684857 

596 

5.0e-62 

120 

40 

(U77940) polyubiquitin [Phaseolus vulgaris] 
221559 

LIB3165-013-P1-K1-A2 

BLASTX 

gll5765 

734 

4.0e-78 

143 

65 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 160 15 18 A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



221560 

LIB3165-013-P1-K1-A6 

BLASTX 

g4406530 

627 



31304 



E value 
Match length 
,% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-65 

132 

88 

(AF126870) rubisco activase [Vigna radiata] 
221561 

LIB3165-013-P1-K1-A7 

BLASTX 

gll72664 

207 

2.0e-16 

45 

91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING .COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_419791_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_298482_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221562 

LIB3165-013-P1-K1-B1 

BLASTX 

g2956717 

268 

2.0e-23 

117 

55 

(Y09722) beta-carotene hydroxylase 2 [Capsicum annuum] 



r=3 Seq. No. 
^ Seq. ID 

Method 
U NCBI GI 

BLAST score 

E value 

Match length 

% identity 
- 8 NCBI Description 



221563 

LIB3165-013-P1-K1-B11 
BLASTX 

g2738756 /; 
549 

3.0e-63 

130 

94 

(AF016282) 5 ' -adenylylsul-f ate reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



221564 

LIB3165-013-P1-K1-B12 

BLASTX 

g4406530 

361 

2.0e-34 

98 

76 

(AF126870) rubisco activase [Vigna radiata] 
221565 

LIB3165-013-P1-K1-B2 

BLASTX 

g487046 

426 



31305 



E value 
Match length 
% identity 
NCBI Description 



5.0e-42 

141 

60 

photosystem I chain II precursor - wood tobacco 
>gi_407769_dbj_BAA02871_ (D13718) PSI-D1 precursor 
[Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221566 

LIB3165-013-P1-K1-B4 

BLASTN 

g4519194 

34 

1.0e-09 

194 

80 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MHM17 , complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221567 

LIB3165-013-P1-K1-B5 

BLASTX 

g3184098 

276 . 

2.0e-24 

134 

46 

(AL023777) 
pombe] 



coenzyme a synthetase [Schizosaccharomyces 



221568 

LIB3165-013-P1-K1-B6 

BLASTX 

gll74162 

580 

4.0e-60 

109 

92 

(U44976) ubiquitin-conjugating enzyme [Arabidopsis 
thaliana] >gi_3746915 (AF091106) E2 

ubiquitin-conjugating-like enzyme [Arabidopsis thaliana] 



221569 

LIB3165-013-P1-K1-B7 

BLASTX 

gl217601 

266 

2.0e-23 

56 

88 

(D42070) PSI-E subunit of photosystem I 
sylvestris] 



[Nicotiana 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



221570 

LIB3165-013-P1-K1-B8 

BLASTX 

g3033400 

562 



31306 



E value 
Match length 
% identity 
NCBI Description 



5.0e-58 

128 

84 

(AC004238) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221571 

LIB3165-013-P1-K1-C11 

BLASTX 

gl352821 

574 

2.0e-59 

108 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBIGI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 



221572 

LIB3165-013-P1-K1-C2 

BLASTX 

g68200 

528 

5.0e-54 

134 

81 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 

221573 

LIB3165-013-P1-K1-C3 

BLASTX 

g2664210 

368 

2.0e-40 

139 

57 

(AJ22264 4) asparaginyl-tRNA synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221574 

LIB3165-013-P1-K1-C4 

BLASTX 

g2244806 

257 

3.0e-22 

138 

46 

(Z97336) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



221575 

LIB3165-013-P1-K1-C6 

BLASTX 

g2894565 



31307 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
' Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E. value 

Match length- - • 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151 

8.0e-10 

70 

67 

(AL021890) heat shock protein 



- like [Arabidopsis thaliana] 



221576 

LIB3165-013-P1-K1-C7 

BLASTX 

gll5471 ■ 

625 

2.0e-65 

140 

82 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_100078_pir S10200 carbonate dehydratase 

(EC 4.2.1.1) precursor - garden pea >gi_20673_emb_CAA367 92_ 
(X52558) precursor peptide (AA -104 to 224) [Pisum sativum] 

221577 

LIB3165-013-P1-K1-C8 

BLASTX 

g231610 

279 . 

7.0e-27 

113 

63 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 

221578 

LIB3165-013-P1-K1-D10 

BLASTX 

gI00616 

387 

2.0e-37 

100 - - 

76 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_l 67093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

221579 

LIB3165-013-P1-K1-D12 

BLASTX 

gl710112 

423 

7.0e-42 

101 

82 

(U53864) PRH19 [Arabidopsis thaliana] 



31308 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221580 

LIB3165-013-P1-K1-D4 

BLASTX 

g2244954 

105 

2.0e-09 

44 

60 

(Z97340) strong similarity to ATsEH (EC 3.3.2. 
Arabidopsis thaliana [Arabidopsis thaliana] 



3) - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method ■ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221581 

LIB3165-013-P1-K1-D8 

BLASTX 

gl946367 \ 

164 

3.0e-ll 

57 

51 

(U93215) unknown protein [Arabidopsis thaliana] 
221582 

LIB3165-013-P1-K1-D9 

BLASTX 

g2668 93 

715 

6.0e-76 

139 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_3224 16_pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47 906_ (X67674) rubisco activase [Cucumis 
sativus] 



Seq. No. 


221583 


Seq. ID 


LIB3165-013-P1-K1-E1 


Method 


BLASTX 


NCBI GI - 


gll81599 


BLAST score 


492 


E value 


8.0e-50 


Match length 


127 


% identity 


76 


NCBI Description 


(D83007) subunit of photosystem : 


Seq. No. 


221584 


Seq. ID 


LIB3165-013-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl31385 


BLAST score 


562 


E value 


5.0e-58 


Match length 


136 


% identity 


85 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 



1 PRECURSOR (OEE1) 



(33 KD 
(33 KD 



THYLAKOID MEMBRANE PROTEIN) 



31309 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ■ 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
^Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221585 - 

LIB3165-013-P1-K1-E11 

BLASTX 

gl66834 

705 

9.0e-75 

137 

97 

(M86720) 
activase 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi 2642155 (AC003000) 



Seq. No. 
Seq. ID 
Method 



Rubisco activase [Arabidopsis thaliana] 
221586 

LIB3165-013-P1-K1-E3 

BLASTX 

g2829903 

360 

3.0e-34 

75 

89 

(AC002311) unknown protein [Arabidopsis thaliana] 
221587 

LIB3165-013-P1-K1-E4 

BLASTN 

g3985958 

33 

6.0e-09 

97 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MZN1, complete sequence [Arabidopsis thaliana] 

221588 

LIB3165-013-P1-K1-E5 

BLASTX 

g4406530 

359 

3.0e-34 

118 

64 

(AF126870) rubisco activase [Vigna radiata] 
221589 

LIB3165-013-P1-K1-E6 

BLASTX 

g3914435 

399 

7.0e-39 

109 

67 

PROFILIN 1 >gi_3021375_emb_CAA11756_ (AJ223982) profilin 
[Glycine max] 

221590 

LIB3165-013-P1-K1-F1 
BLASTX 



31310 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g445116 
142 

6.0e-15 

73 
57 

light-harvesting complex Ila protein; 



[Hordeum vulgare] 



221591 

LIB3165-013-P1-K1- 

BLASTX 

gl352821 

713 

1.0e-75 

135 

96 

RIBULOSE 
(RUBISCO 



F10 



BISPHOSPHATE CARBOXYLASE SMALL 
SMALL SUBUNIT) >gi_27 9581_pir_ 
ribulose-bisphosphate carboxylase {EC 4 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



CHAIN PRECURSOR 
RKCNSU 

1.1.39) small chain 



Seq. No. 

Seq. ID 

Method 

NCBI "GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221592 

LIB3165-013-P1-K1-F11 

BLASTX 

g3282092 . 

163 

3.0e-ll 

106 

38 

(AJ007446) hypothetical protein [Thermotoga neapolitana] 
221593 

LIB3165-013-P1-K1-F3 

BLASTX 

gl352821 

469 

5.0e-47 

124 

79 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi 279581 pir RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221594 

LIB3165-013-P1-K1-F4 

BLASTX 

gl439609 

592 

2.0e.-61 

119 

55 

(U62778) delta-tonoplast intrinsic protein [Gossypium 
hirsutum] 



Seq. No. 



221595 



31311 



Seq. ID 


T TD11 fit: A1 O. 


Method 


BLASTX 


NCBI GI 


gl00196 


BLAST score 


47 J 


E value 


i n ^ a *7 


Match length 


105 


% identity 


oZ 


NCBI Description 


chlorophyll 


Seq. No. 


z it l d y 0 


Seq. ID . 




Method 


BLAc .\i 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1 . 0e-10 


Match length 


37 


% identity 


61 


NCBI Description 


Xenopus lae 


Seq. No. 




Seq. ID 


LIB3165-013 


Method 


DT 7\C TV 


NCBI GI ' 


g479406 


BLAST score 


525 


E value^* 


1.0e-53 


Match length 


103 


% identity 


65 


NCBI Description 


chlorophyll 



-F5 



- tomato 



-F9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_20'.:71_emb_CAA4 914 9_ (X69215) chlorophyll a/b-binding 
protein [Pisum sativum] 

;-'21598 

LIB3165-013-P1-K1-G11 

BLASTX 

gl20663 

546 

4.0e-56 

135 

77 

GLYCERALDEHYDE- 3- PHOSPHATE -DEHYDROGENASE B PRECURSOR, 

CHLOROPLAST >gi_66027_pir DEPMNB 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) B precursor, chloroplast - 
garden pea >gi_309671 (M55147) glyceraldehyde-3-phosphate 
dehydrogenase B subunit [Pisum sativum] 

221599 

LIB3165-013-P1-K1-G3 

BLASTX 

gl350680 

521 

3.0e-53 

120 

80 

60S RIBOSOMAL PROTEIN LI 



Seq. No. 



221600 



31312 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-013-P1-K1-G6 

BLASTX 

g3080390 . * 

494 

5.0e-50 

119 

78 

(AL022603) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221601 

LIB3165-013-P1-K1-G7 

BLASTX 

gl352821 

640 

4.0e-67 

122 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


221602 


Seq. ID 


LIB3165-013-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2088662 


BLAST score 


227 


E value 


1.0e-18 


Match length 


116 


% identity 


47 


NCBI Description 


(AF002109) unknown protein 


Seq. No. 


221603 


Seq. ID 


LIB3165-013-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl20662 


BLAST score 


579 


E value 


5.0e-60 


Mat ch length- ^ 


119 ----- • 


% identity 


89 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE 



CHLOROPLAST >gi_81 621_pir JQ1286 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) B precursor, chloroplast - 
Arabidopsis thaliana >gi_336390 (M64115) glyceraldehyde 
3-phosphate dehydrogenase B subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221604 

LIB3165-013-P1-K1-H10 

BLASTN 

gl8058 

187 

1.0e-101 

311 

91 

Citrus limon cistron for 26S ribosomal RNA 



31313 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221605 

LIB3165-013-P1-K1-H12 

BLASTX 

g2832643 

200 

1.0e-15 

57 
74 

(AL021710) hypothetical protein [Arabidopsis thaliana] 
221606 

LIB3165-013-P1-K1-H2 

BLASTX 

g625547 

495 

4.0e-50 

128 

77 

chlorophyll a/b-binding protein type I - common tobacco 
>gi_4 93723_emb_CAA45523_ (X64198) photosystem I 
light-harvesting chlorophyll a/b-binding protein [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID- 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



221607 

LIB3165-013-P1-K1-H3 

BLASTX 

gl352821 * 

567 

2.0e-58 

111 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221608 

LIB3165-013-P1-K1-H4 

BLASTX 

gl856971 

412 

2.0e-40 
91 
89 

(D26058 
during 
periwin 



) This gene is specifically expressed at the S phase 
the' cell cycle in the synchronous culture of 
kle cells. [Catharanthus roseus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



221609 

LIB3165-013-P1-K1-H5 

BLASTX 

gl352821 

555 

4.0e-57 
106 



31314 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221610 

LIB3165-013-P1-K1-H6 

BLASTX 

gl071913 

256 

4.0e-22 

110 

56 

cysteine synthase (EC 4.2.99.8) C precursor, mitochondrial 
- spinach >gi_1066153_dbj_BAA07177_ (D37963) cysteine 
synthase [Spinacia oleracea] 



Seq. No. 


221611 


Seq. ID 


LIB3165-013-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3687652 


BLAST score 


606 


E value 


3.0e-63 


Match length 


128 


% identity 


92 


NCBI Description 


(AF047352) rubisco act. 


Seq. No. 


221612 


Seq. ID 


LIB3165-014-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


572 


E value 


4.0e-59 


Match length 


110 ' 


% identity 


99 


NCBI Description 


RIBULOSE BISPHOSPHATE i 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score " 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor- upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221613 

LIB3165-014-P1-K1-A12 

BLASTX 

g3913651 

1*61 

6.0e-ll 

47 

70 

FE RRE DOX IN — NAD P REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 
(FNR) >gi_2225993_emb_CAA7 4 359_ (Y14032) 
ferredoxin — NADP(+) reductase [Nicotiana tabacum] 



Seq. No. 
Seq. ID 



221614 

LIB31 65-01 4-P1-K1-A2 



31315 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2854153 

196 

4.0e-15 

91 

46 

(AF045640) No definition line found [Caenorhabditis 
elegans] 

221615 

LIB3165-014-P1-K1-A5 

BLASTX 

g3928760 

268 

2.0e-23 

115 

52 

(AB011797) homolog to plastid-lipid-associated protein 
[Citrus unshiu] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID * 
Method 
NCBI GI 
BLAST score 



221616 

LIB3165-014-P1-K1-A6 

BLASTX" 

gll68411 

537 

5.0e-55 

132 

83 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
221617 

LIB3165-014-P1-K1-A7 

BLASTX 

g2244905 

245 

9.0e-22 

115 

5'0 

( Z 97 33 9) indole- 3-acet ate beta-glucosyltransf erase 
[Arabidopsis thaliana] — — - ■ -— — 

221618 

LIB3165-014-P1-K1-B10 

BLASTX 

gl353352 

325 

3.0e-30 

91 

73 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 

221619 

LIB3165-014-P1-K1-B11 

BLASTX 

gl781348 

620 



31316 



E value 


o . ue— bp 


Match length 


"IOC 

lob 


% identity 


Q O 
0 0 


NCBI Description 


1 1 lUJou j nouioiogous to piasuiaic aiuoiasco Looiariuin 




tuberosum] 


beg. no. 


991 £90 


Seq. ID 


t tdti ct; ni >i ni vi m o 


Method 


dLAoIa 


NCBI GI 


gz J4z o / 4 


BLAST score 


294 


E value 


1.0e-26 


Match length 


1 1 Q 
lib 


% identity 


b b 


NCBI Description 


(ALUUUlUb) bimiiar to ai r-ctepenaent Lip protease 




/ z-^-V-v nOHQI C \ TOT" £ "1 nA m e» 0 f vAin +-Vi"! c? nana 

(go uyuyio; . -tibi go N03401 conies rrom unis gene. 




[Arabidopsis thaliana] 


Seq. No. 


9 91 £91 


Seq. ID 


LIBol D0-U1 4 -P1-K1-BJ 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


0 / y 


E value 


l.Ue-oo 


Match length 


99 


% identity 


0 n 
0 U 


NCBI Description 


FRUCTOSE— BIbrHObr HA 1 h ALUULAbh, OnLUKUFLAb i FKbLUKbUK 

< 


Seq. No. 


9 91 £ O 9 


Seq. ID 


t x r> O 1 £C HI vl T">1 ry 1 t> A 

LIBol DO-U14-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl771780 


BLAST score 


1 


E value 


o.Ue-Jo 


Match length 


lUo 


% identity 


"7 Q 
/ O 


NCBI Description 


(Y10024) ubiquitin extension protein [Solanuiu tuberosum] 


beq. no. 


991 a 9 *3 


Seq. ID 


t T D "5 1 £ C; „A1 /I _ 0 1 —VI — P Cv - - -— - ^ - v - ^ 


Method 


BLASTX 


NCBI GI 


gl346809 


BLAST score 


363 


E value 




Match length 


lUo 


% identity 


D4 


NCBI Description 


Ti 7\ rprjArTM r> T7 T Amprv DO AT 1 IT T XT \ ^ -J A QQA1 /I i-i-mV^ f~*7\ 7\ "^i A (Z A 1 /VI C C /I Q \ 

rAI HUbLN — KLLAl hU rKUlhilW >gi 4yyU/4 eitlD OAAJ4D41 ^AlDDflo; 




pathogenesis related protein [Hordeum vulgare] 


beq. no. 


9 91 A 
£ £ 1 Oil 4 


oeq . i u 




Method 


BLASTX 


NCBI GI 


g228403 


BLAST score 


247 


E value 


2.0e-39 


Match length 


130 


% identity 


72 



31317 



NCBI Description 



glycolate oxidase [Lens culinaris] 



Seq. No. 
Seq. ID 
.Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



221625 

LIB3165-014-P1-K1-B7 

BLASTN 

g2687434 

233 

1.0e-128 

285 
95 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 
partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221626 

LIB3165-014-P1-K1-B9 

BLASTX 

g2815246 

225 

2.0e-18 

55 

73 

(X95709) class I type 2 metallothionein [Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221627 

LIB3165-014-P1-K1-C2 

BLASTX 

g20729 

505 

2.0e-51 

122 

81 

(X15190) precursor (AA 



-68 to 337) [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

-Match—length- - 
% identity 
NCBI Description 



221628 

LIB3165-014-P1-K1-C9 

BLASTX 

gl00616 

286 

1.0e-25 

64 - - ' ~ 

86 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1 , 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221629 

LIB3165-014-P1-K1-D1 

BLASTX 

g417103 

524 

1.0e-53 

112 

94 

HISTONE H3.2, MINOR >gi_28287 l_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 



31318 



>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_4 04 825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA584 45_ (X83422) 
histone H3 variant H3.3- [Lycopersicon esculentuin] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4 4 90755_emb_CAB38 917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



3 

S3 

lasf 
: 



Seq. No. 

Seq. ID 

Method 

NCBI. GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 



221630 

LIB3165-014-P1-K1-D11 

BLASTX 

gl352821 

527 

7.0e-54 

102 

99- 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypiuin hirsutum] 



Seq. No. 


221631 


Seq. ID 


LIB3165-014-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g2618686 


BLAST score 


142 


E value 


9.0e-09 


Match length 


88 


% identity- 


4-0 


NCBI Description 


(AC002510) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


221632 


Seq. ID 


LIB3165-014-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g20733 


BLAST score 


515 


E value 


2.0e-52 


Match length 


118 


% identity 


83 


NCBI Description 


(X15188) precursor C-terminal fragment . iA -80 to 367) 




[Pisum sativum] 



Seq. No. 221633 

Seq. ID LIB3165-014-P1-K1-D4 

Method BLASTX 

NCBI GI g2956717 



31319 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169 

7.0e-12 

106 

43 

(Y09722) beta-carotene hydroxylase 2 [Capsicum annuum] 
221634 

LIB3165-014-P1-K1-D6 

BLASTX 

gl31385 

570 

6.0e-59 

136 

85 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length * 

% identity 

NCBI Description 



221635 

LIB3165-014-P1-K1-D7 

BLASTX 

g3834306 

244 

7.0e-21 

84 

57 

(AC00567 9) 
thaliana] 



EST gb_R65024 comes from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



221636. 

LIB3165-014-P1-K1-D9 

BLASTX 

gll69494 

237 

7.0e-20 

70 

71 

.ELONGATION FACTOR TU,. CHLOROPLAST PRECURSOR. (EF-TU) 

>gi_2119915j?ir S60659 EF-Tu protein precursor - soybean 

>gi_949873_emb_CAA61444_ (X89058) EF-Tu protein [Glycine 
max] 

221637 

LIB3165-014-P1-K1-E1 

BLASTX 

g2119927 

612 

7.0e-64 

134 

90 

translation elongation factor G, chloroplast - soybean 
221638 

LIB3165-014-P1-K1-E11 

BLASTX 

g289920 

704 



31320 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-74 

131 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

221639 

LIB3165-014-P1-K1-E12 

BLASTX 

g585118 

636 

1.0e-66 

133 

91 

FRUCTOSE-1, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PH0SPH0HYDR0LASE) (FBPASE) 
>gi_289367 (L15303) fructose-1, 6-bisphosphate [Brassica 
naDusl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



221640 

LIB3165-014-P1-K1-E6 

BLASTX 

g2505876 

329 

1.0e-30 

70 * 
89 

(Y12776) MYB-related protein [Arabidopsis thaliana] 
221641 

LIB3165-014-P1-K1-E7 

BLASTX 

gl70354 

533 

1.0e-54 

108 

21 

(M74156) pentameric polyubiquitin [Nicotiana sylvestris] 
221642 

LIB3165-014-P1-K1-E8 

BLASTX 

g2621154 

144 

5.0e-09 

124 

30 

(AE000801) unknown [Methanobacterium thermoautotrophicum] 
221643 

LIB3165-014-P1-K1-F10 
BLASTX 
' gl928981 
544 

7.0e-56 

116 

93 



31321 



NCBI Description 



(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. : - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221644 

LIB3165-014-P1-K1-F2 

BLASTX 

g3885511 

381 

9.0e-37 

95 

79 

(AF084200) similar to PSI-K subunit of photosystem I 
barley [Medicago sativa] 



from 



p 



Seq. No. 


221645 


Seq. ID 


LIB3165-014-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g29yooo4 


BLAST score 


153 


E value 


3. Oe-10 


Match length 


41 


% identity 


73 


NCBI Description 


(AJ004810) cytochrome P450 monooxygenase 


Seq. No. 


221646 


Seq. -ID 


LIB31 65-014 -P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2894599 


BLAST score 


496 


E value 


3 . Oe-50 


Match length 


104 


% identity 


83 


NCBI Description 


(/VLUZiooy; putative protein [Araoiuopsis 


Seq. No. 


221647 


Seq. ID 


LIB3165-014-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3063396 


BLAST score 


492 


E value 


9.0e-50 


Match length 


119 


% identity 


79 


NCBI Description 


(AB012947) vcCyP [Vicia faba] 


Seq. No. 


221648 


Seq. ID 


LIB3165-014-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gll9748 


BLAST score 


542 


E value 


1.0e-55 


Match length 


121 


% identity 


88 


NCBI Description 


FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 



(D-FRUCTOSE-1, 6-BISPHOSPHATE l-PHOSPHOHYDROLASE) (FBPASE) 

>gi_67241_pir PASPY f ructose-bisphosphatase (EC 3.1.3.11)/ 

cytosolic - spinach >gi_21245_emb_CAA43860_ (X61690) 
fructose-bisphosphatase [Spinacia oleracea] 



31322 



Seq. No. 


22164 9 


Seq. ID 


LIB3165-014-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3290020 


BLAST score 


442 


E value 


6 . Oe-44 


Match- length 


96 


% identity 


91 


NCBI Description 


(AF044172) cysteine synthase; CS-A; O-acetylserine (thiol) 


lyase; cytosolic isoform [Solanum tuberosum] 


Seq. No. 


221650 


Seq. ID 


LIB3165-014-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


364 


E value 


9 . Oe-35 


Match length 


98 


% identity 


76 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


221651 


Seq. ID 


LIB3165-014-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


gl703129 


BLAST score 


557 ' ft 


E value 


2.0e-57 


Match length 


103 


% identity 


99 


NCBI Description 


ACTIN 11 >gi 2129522 pir SoblUy actin 11 - Araoiaopsis 


thaliana >gi 1002533 (U27981) actm-11 [Arabidopsis 




thaliana] 


Seq. No. 


221652 


Seq. ID 


LIB.3165-014-P1-K1-G5 


Method 


BLASTN 


NCBJ GI 


gl8058 


BLAST score 


57 


E value 


1 . Oe-23 


Match length 


144 


% identity 


88 


NCBI Description 


Citrus limon cistron for 26S ribosomal RNA 


Seq. No. 


221653 


beq. ID 


t tdti ^t;_m /-D1 -71 -rfl 
LIdjIOj Ul^l "rl~J\l oo 


Method 


BLASTX 


NCBI GI 


gl346155 


BLAST score 


611 


E value 


9.0e-64 


Match length 


133 


% identity 


89 


NCBI Description 


SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 1 PRECURSOR 



(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_481942_pir S40212 glycine 

hydroxymethyltransferase (EC 2.1.2.1) - Flaveria pringlei 
>gi_437995_emb_CAA81078_ (Z25859) glycine 



31323 



hydroxymethyltransf erase [Flaveria pringlei] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221654 

LIB3165-014-P1-K1-G9 

BLASTX 

g994736 

148 

5.0e-10 

52 
60 

(M18327) LacOPZ-alpha peptide from pUC9; putative [cloning 
vectors] >gi_994738 (M18328) LacOPZ-alpha peptide from 
pUC9; putative [cloning vectors] >gi_994740 (M10329) 
LacOPZ-alpha peptide from pUC9; putative [cloning vectors] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221655 

LIB3165-014-P1-K1-H10 

BLASTX 

gl353352 

286 

1.0e-25 

74 

76 

(U31975) alanine aminotransferase 
reinhardtii] 



[ Chlamydomonas 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221656 

LIB3165-014-P1-K1-H2 

BLASTX 

gll68411 

517 

1.0e-52 

127 

83 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 



221657 

LIB3165-014-P1-K1-H3 

BLASTX 

gl00203 

241 

1.0e-20 

66 

71 

cysteine proteinase (EC 
>gi_l 919 5_emb_CAA7 8 4 0 3_ 



3.4.22.-) precursor 
( Z 1 4 0 2 8 ) pr e-prn ».-: v. 



- tomato 



proteinase [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221658 

LIB3165-014-P1-K1-H6 

BLASTX 

g82437 

453 

3.0e-45 

83 

100 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 17K 



31324 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



v Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein short form - barley chloroplast (fragment) 
>gi_1617032_emb_CAA32269_ (X14107) petD [Hordeum vulgare] 

221659 

LIB3165-014-P1-K1-H7 

BLASTX 

g4115931 

317 

3.0e-29 

119 

60 

(AF118223) contains similarity to Guillardia theta ABC 
transporter (GB: AF041468) [Arabidopsis thaliana] 

221660 

LIB3165-016-P1-K1-A1 

BLASTN 

g3128142 

34 

1.0e-09 

62 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQN23, complete sequence [Arabidopsis thaliana] 



221661 

LIB3165-016-P1-K1-A12 

BLASTX 

g3450842 

190 

5.0e-20 

90 

58 

(AF080436) mitogen activated 
sativa] 



protein kinase kinase [Oryza 



221662 

LIB3165-016-P1-K1-A4 

BLASTX 

g 120 661 

472 

8.0e-66 

140 

91 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 
CHLOROPLAST >gi_170237 (M14 417) glyceraldehyde-3-phosphat 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 

221663 

LIB3165-016-P1-K1-A6 

BLASTX 

g2498629 

181 

2.0e-13 

99 

9 

TRANSCRIPTIONAL REPRESSOR NF-X1 >gi_2135825_pir 138869 



31325 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



NFX1 - human >gi_563217 (U15306) NFX1 [Homo sapiens] 
>gi_4505387_ref_NP_002495. l_pNFXl_ nuclear transcription 
factor, X-box binding 

221664 

LIB3165-016-P1-K1-A9 

BLASTX 

g927601 

252 

8.0e-22 

56 

84 

[2Fe-2S] ferredoxin [Datura arborea, Peptide, 97 aa] 
>gi_1097873_prf 2114375A ferredoxin [Datura arborea] 

221665 

LIB3165-016-P1-K1-B1 

BLASTX 

g266892 

258 

2.0e-35 

99 

70 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_82028_pir S16272 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - Para rubber tree >gi_168217 (M60274) 
ribulose-1, 5-bisphosphate carboxylase small subunit [Hevea 
brasiliensis] 

221666 

LIB3165-016-P1-K1-B4 

BLASTX 

gl00362 

235 

2.0e-37 

122 

70 

photosystem II oxygen-evolving complex protein 2 precursor 

- (clone T23-5B)- - common tobacco (fragment) 

>gi_1345550_emb_CAA44292_ (X62426) 23-kDa ploypeptide of 
photosystem II oxygen-evolving complex [Nicotiana tabacum] 

221667 

LIB3165-016-P1-K1-B7 

BLASTX 

g3298439 

547 

3.0e-56 

134 

81 

(AB010878) chloroplast ribosomal protein L4 [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 
Method 



221668 

LIB3165-016-P1-K1-B8 
BLASTX 



31326 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g!708191 
325 

2.0e-44 * 

111 

84 

HEXOSE CARRIER PROTEIN HEX6 >gi_467319 (L08188) hexose 
carrier protein [Ricinus communis] 

221669 

LIB3165-016-P1-K1-B9 

BLASTX 

gl32091 

308 

2.0e-35 

87 

86 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN Fl PRECURSOR 

(RUBISCO SMALL SUBUNIT Fl) >gi_68065__pir RKRPF1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (gene rbcSFl) - rape >gi_17852_emb_CAA394 02_ 
(X55937) ribulose bisphosphate carboxylase /oxygenase 
small subunit [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 

E value- 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



221670 

LIB3165-016-P1-K1-C1 

BLASTX 

gl527191 

233 

1.0e-22 

77 

64 

(U67 8 61 ) 1-aminocyclopropane-l-carboxylate oxidase 
[Pelargonium x hortorum] 

221671 

LIB3165-016-P1-K1-C6 

BLASTX 

gll8564 

475 

1.0e-55 — - — 

139 
81 

GLYCERATE DEHYDROGENASE (NADH-DEPENDENT HYDROXYPYRUVATE 

REDUCTASE) (HPR) (GDH) >gi_65955_pir DEKVG glycerate 

dehydrogenase (EC 1.1.1.29) - cucumber 
>gi_182 64_emb_CAA41434_ (X58542) NADH-dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_18275_emb_CAA327 64_ (X14609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 

221672 

LIB3165-016-P1-K1-C7 

BLASTX 

g462187 

429 

1.0e-62 
126 



31327 



% identity 

NCBI Description 



S 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 4 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



92 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_282928_pir A42906 serine 

hydroxymethyltransf erase - garden pea >gi_169158 (M87649) 
serine hydroxymethyltransf erase [Pisum sativum] 

221673 

LIB3165-016-P1-K1-C8 

BLASTX 

g2894599 

429 

3.0e-61 

135 

84 

(AL021889) putative protein [Arabidopsis thaliana] 
221674 

LIB3165-016-P1-K1-D1 

BLASTX 

gl36707 

289 

7.0e-45 

123 - - 

77 

CYTOCHROME B6-F COMPLEX IRON-SULFUR SUBUNIT PRECURSOR 

(RIESKE IRON-SULFUR PROTEIN) (RISP) >gi_280397_pir S26199 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
iron-sulfur protein precursor - garden pea 
>gi_20832_emb_CAA45151_ (X63605) chloroplast Rieske FeS 
protein [Pisum sativum] 

221675 

LIB3165-016-P1-K1-D11 

BLASTX 

g2129825 

215 

7.0e-37 
96 

7 9 - 
dynamin-like protein phragmoplastin 12 - soybean 
>gi_1217994 (U25547) SDL [Glycine max] 

221676 

LIB3165-016-P1-K1-D7 

BLASTX 

g3789940 

405 

9.0e-58 
124 

22 - 

(AF093504) tetra-ubiquitin [Saccharum hybrid cultivar 
H32-8560] 

221677 

LIB3165-016-P1-K1-D8 
BLASTX 



31328 



NCBI GI 


gll68411 


BLAST score 




E value 


4 . ue-2 y 


Match length 


92 


% identity 


/ 0 


NCBI Description 


UDnrTACC-DTODlJACDUBTir STnOTZiQTr fHT nDHDT Zl QT DD PPHP C?OT5 
CKULlUbb DlbrnUornAlti /iliUUliriorj, LnJUUKUrLrtol rKLLUKoUK 


Seq. No. 


001 £*7R 


Seq. ID 


LI do 1 DO-U1 D-r l-Jxl-LlU 


Method 


BLASTX 


NCBI GI 


g3192881 


BLAST score 


234 


E value 


"1 A « IO 

1 . Oe-19 


Match length 


A A 

94 


% identity 


oy 


NCBI Description 


(Ac Uboo J4 j starcn syntnase [ipomoea oarauasj 


Seq. No. 


OOI CTQ 


Seq. ID 


t -r n O 1 OT 1Z T">T t^T IT 1 1 

LIB31 DO- 01 D-P1-K1-E1 1 


Method 


BLASTX 


NCBI GI 


gll57oo 


BLAST score 


285 


E value 


3.0e-44 


Match length 


T T O 

112 


% identity 


/4 


NCBI Description 


Pitt ADAnUVT T 7\ O D TMHT Mf" DDATUTM /"M7 T U/^T TVD17 TT DD TTfTTD CPlP 

tnLUKUrrliLL A - hi dUNUIWCj rKUibllN Ur lintel 1 irb 11 rKLLUKoUK 


(CAB-7) >gi 100201 pir S07408 chlorophyll a/b-binding 




protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 




(X14036) chlorophyll a/b-binding protein [Lycopersicon 




esculentumj >gi i/U4oi (ixi2U24nj cnioropnyii a/o— Dinuing 




protein [Lycopersicon esculentumj >gi 220040 prr iouioior 




cnioropnyii a/D oinoing protein 11 [ Lycopersicon 




esculentum] 


Seq. No. 


001 £q a 
22100U 


Seq. ID 


LIBo IbO-Ul D— r 1-1\1-L2 


Method 


BLASTX 


NCBI GI 


g3288821 


BLAST score 


270 


E value - - 


2 . ue— 42 


Match length 


TAT 

107 


% identity 


85 


NCBI Description 


(AF063901) alanine : glyoxylate aminotransferase; 




transaminase [Arabidopsis thaliana] 


Seq. No. 


22 1 DO 1 


Seq. ID 


LIB316o-016-Pl-Kl-Eo 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


O A Q 

2Uo 


U 1 Tra 1 110 
Ej VqIUc 




Match length 


105 


% identity 


82 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 


Seq. No. 


221682 


Seq. ID 


LIB3165-016-P1-K1-E5 



31329 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g421826 

464 

9.0e-66 

141 

86 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221683 

LIB3165-016-P1-K1-E6 

BLASTX 

g4544427 

213 

9.0e-28 

86 

77 

(AC006955) putative f erredoxin-thioredoxin reductase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221684 

LIB3165-016-P1-K1-E7 
BLASTX " 
g2501578 
397 

2.0e-39 

116 

80 

ETHYLENE- INDUCIBLE. PROTEIN HEVER >gi_2129913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254 ) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221685 

LIB3165-016-P1-K1-E9 

BLASTN 

gl8058 

30'9 

1.0e-173- 

380 

96 

Citrus limon cistron for 26S ribosomal RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221686 

LIB3165-016-P1-K1-F10 

BLASTX 

g2494299 

194 

3.0e-29 

134 

58 

EUKARYOTIC TRANSLATION INITIATION FACTOR 2 BETA SUBUNIT 
(EIF-2-BETA) >gi_1732361 (U80269) translation initiation 
factor 2 beta [Malus domestical 



Seq. No. 



221687 



31330 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-016-P1-K1-F11 

BLASTX 

gll7290 

196 

6.0e-26 

111 

59 

CHLOROPLAST TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT) 

(P36) (E30) >gi_100071_pir S23774 triose 

phosphate /3-phosphoglycerate/phosphate translocator 
precursor - garden pea >gi_20691_emb_CAA384 51_ (X54639) 
chloroplast import receptor p36 [Pisum sativum] 
>gi_20853_emb_CAA48210_ (X68077) phosphate translocator 

[Pisum sativum] >gi_228551_prf 1805409A phosphate 

translocator [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ' 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221688 

LIB3165-016-P1-K1-F12 

BLASTX 

gl00200 

239 

1.0e-38 

113 

69 

chlorophyll a/b-binding protein type 
221689 

LIB3165-016-P1-K1-F2 

BLASTX 

g508304 . 

171 

1.0e-24 

74 

76 

(L22305) corC [Medicago sativa] 
221690 

LIB3165-016-P1-K1-F3 

BLASTX 

g4 2 637 12 

234 

6.0e-31 
91 
76 

(AC006223) 
thaliana] 



I precursor - tomato 



putative ribosomal protein S12 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221691 

LIB3165-016-P1-K1-F5 

BLASTX 

g3831467 

143 

1.0e-16 

119 

41 

(AC005700) putative beta-amylase [Arabidopsis thaliana] 



31331 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221692 

LIB3165-016-P1-K1-F7 

BLASTX 

g289920 

418 

3.0e-57 

111 — 
99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

221693 

LIB3165-016-P1-K1-G1 

BLASTX 

g82537 

107 

6.0e-ll 

58 

61 

hypothetical 8K protein (rpsl2-trnN intergenic region) - 
rice chloroplast >gi_12039_emb_CAA33943_ (X15901) ORF72 
[Oryza sativa] >gi_12063_emb_CAA33917_ (X15901) ORF72 
[Oryza sativa] >gi_226659_prf_JL603356CK ORF 71 [Oryza 
sativa] 



Seq.' No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221694 

LIB3165-016-P1-K1-G10 

BLASTX 

g289920 

487 

2.0e-69 

133 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

221695 

LIB3165-016-P1-K1-G2 
BLAST N 

g4 54 52 61 — 

33 

5.0e-09 

57 

89 

Gossypium hirsutum metallothionein-like protein mRNA, 
complete cds 

221696 

LIB3165-016-P1-K1-G7 

BLASTX 

g2739365 

330 

5.0e-44 

129 

64 

(AC002505) unknown protein [Arabidopsis thaliana] 



31332 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221697 

LIB3165-016-P1-K1-G8 

BLASTX 

gl352821 

393 

4.0e-51 

109 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221698 

LIB3165-016-P1-K1-G9 

BLASTN 

gl8058 

311 

1.0e-175 

414 

94 

Citrus limon cistron for 26S ribosomal RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221699 

LIB3165-016-P1-K1-H1 

BLASTX 

g4455208 

226 

1.0e-18 

124 

36 

(AL035440) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221700 

LIB3165-016-P1-K1-H11 

BLASTX 

gl354515 

216 

1.0e-17 

100 
53 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221701 

LIB3165-016-P1-K1-H12 

BLASTX 

g3885334 

250 

2.0e-21 

55 

84 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 



221702 



31333 



yl 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score' 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-016-P1-K1-H2 

BLASTX 

gl063400 

311 

1.0e-28 

85 
88 

(X92888) glycolate oxidase [Lycopersicon esculentum] 
221703 

LIB3165-016-P1-K1-H5 

BLASTX 

gll68411 

246 

9.0e-41 

124 

80 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
221704 

LIB3165-016-P1-K1-H6 

BLASTX 

g430947 

312 

1.0e-4 6 

127 

74 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

221705 

LIB3165-016-P1-K1-H7 

BLASTX 

g3914605 

484 

3.0e-63 

138 - . ' 

90 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221706 

LIB3165-016-P1-K1-H8 

BLASTX 

g4325345 

155 

3.0e-10 

74 

34 

(AF128393) similar to thioredoxin-like proteins (Pfam: 
PF00085, Scdre=42.9, E=1.4e-ll, N=l)*; contains similarity 
to dihydroorotases (Pfam: PF00744, Score=154.9, E=1.4e-42 
N=l) [Arabidopsis thaliana] 



31334 



03 



Seq. No. 


22170 / 


Seq. ID 


LIB3165-017-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


glloo4 11 


BLAST score 


487 


E value 


3. 0e-49 


Match length 


122 


% identity 


81 


NCBI Description 


FRUCTOSE-BISPHOSPHATE 


Seq. No. 


zz 1 / Uo 


Seq. ID 


T TR^1 fi^-OI 7 — P1 —Kl — Al 1 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


638 


E value 


6.0e-67 


M ^ -h ^ K 1 onni- H 


127 


% identity 


97 


NCBI Description 


RIBULOSE BISPHOSPHATE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosph^te; carboxylase [Gossypium hir^sutum] 

221709 

LIB3165-017-P1-K1-A12 

BLA'STX 

g553107 

388 

1.0e-37 

113 

68 

(L04967) triosephosphate isomerase [Oryza sativa] 
221710 

LIB3165-017-P1-K1-A2 

BLASTX 

g2213629 

403 • 

2.0e-39 

99 

71 

(AC000103) F21J9.21 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221711 

LIB3165-017-P1-K1-A5 

BLASTX 

g20733 

567 

1.0e-58 

118 

89 

(X15188) precursor C-terminal fragment (AA 
[Pisum sativum] 



-80 to 367) 



Seq. No. 



221712 



31335 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-017-P1-K1-A6 

BLASTX 

g2582822 

353 

2.0e-33 

102 

37 

(Y09987) CDSP32 protein (Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221713 

LIB3165-017-P1-K1-A7 

BLASTX 

g3402487 

374 

3.0e-36 

87 

83 

(AB015138) Vacuolar proton pyrophosphatase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221714 

LIB3165-017-P1-K1-A9 

BLASTX 

g3914'658 

404 

1.0e-39 

108 

74 

50S RIBOSOMAL PROTEIN L24, CHLOROPLAST PRECURSOR 
>gi_1694 974_emb_CAA70851_ (Y09635) plastid ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



221715 

LIB3165-017-P1-K1-B1 

BLASTX 

g2501568 

146 

3.0e-09 

44 

57 

HYPOTHETICAL 28.8 KD PROTEIN SLL0506 

>gi_100134 2_dbj_BAA10829_ (D64006) hypothetical protein 
[Synechocystis sp. ] 

221716 

LIB3165-017-P1-K1-B12 

BLASTX 

g2511693 

389 

8.0e-38 

no 

71 ' ' 

(Z99954) cysteine proteinase precursor [Phaseolus vulgaris] 
221717 

LIB3165-017-P1-K1-B3 



31336 



-Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E v^lue 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll9937 

393 

3.0e-38 

109 

68 

FERREDOXIN 
[2Fe-2S] I 
f erredoxin 



I PRECURSOR >gi_65741_pir FESP1 f erredoxin 

precursor - spinach >gi_170109 (M35660) 
I precursor [Spinacia oleracea] 



>gi_227453_prf 1704 156A f erredoxin I [Spinacia oleracea] 

221718 

LIB3165-017-P1-K1-B6 

BLASTX 

g2546954 

437 

2.0e-48 

113 

88 

(Y15108) translation elongation factor-TU [Glycine max] 
221719. 

LIB3165-017-P1-K1-B7 
BLASTX 
g3786001 
•424 
8.0e-42 
93 
82 

(AC005499) unknown protein [Arabidopsis thaliana] 
221720 

LIB3165-017-P1-K1-B8 

BLASTX 

gll5765 

469 

4.0e-47 • 

106 . 

47 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 

221721 

LIB3165-017-P1-K1-C10 

BLASTX 

g2558962 

280 

6\0e-25 * 

60 

97 

(AF025667) histone H2B1 [Gossypium hirsutum] 



31337 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221722 

LIB3165-017-P1-K1-C11 

BLASTX 

g3702327 

257 

3.0e-22 

126 

50 

(AC005397) unknown protein [Arabidopsis thaliana] 
221723 

LIB3165-017-P1-K1-C12 

BLASTX 

g3913018 

646 

7.0e-68 

135 

90 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA027 30_ (D13513) chloroplastic 
aldolase [Oryza sativa] 



Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221724 

LIB3165-017-P1-K1-C2 

BLASTX 

g3850111 

150 

1.0e-09 

115 

37 

(AL033388) hypothetical integral membrane protein, putative 
involvement in lipid metabolism [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221725 

LIB3165-017-P1-K1-C3 

BLASTX : 

g20729 

595 

7.0e-62 

137 
86 

(X15190) precursor (AA -68 to 337) [Pisum sativum] 
221726 

LIB3165-017-P1-K1-C6 

BLASTX 

g2582822 

203 

6.0e-16 

115 

47 

(Y09987) CDSP32 protein (Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 



Seq. No. 
Seq. ID 



221727 

LIB3165-017-P1-K1-C8 



31338 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX ' 

g4056456 

225 

2.0e-18 

52 

81 

(AC005990) Strong similarity to gb_U20808 auxin-induced 
protein from Vigna radiata.and a member of the zinc-binding 
dehydrogenase family PF_00107. ESTs gb_T43674, gb_H77006 
and gb AA395179 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


O O 1 TOO 

ZZ1 1 Zo 


Seq. ID 


LIB3165-017-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


gl732511 


BLAST score 


396 


E value 


2 . Oe-38 


Match length 


91 


% identity 


82 


NCBI Description 


(U62742) Ran binding protein 1 homolog [Arabidopsis 




thaliana] 


Seq. No. 


001 TOO 

ZZ1 I Z3 


Seq. ID 


LIB3165-017-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


gl4 95366 


BLAST score 


338 


E value 


7.0e-32 


Match length 


102 


% identity 


59 ~ 


NCBI Description 


{ Z 69370 ) nitrite transporter [Cucumis sativus] 


Seq. No. 


ZZ 1 / jU 


Seq. ID 


LIB3165-017-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g31o4^oo 


BLAST score 


153 


E value 


5.0e-10 


Match length 


by 


% identity 


44 


NCBI Description 


(U82130) tumor susceptibility protein [Homo sapiens] 


Seq. No. 


221731 


Seq. ID 


LIB3165-017-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g3451068 


BLAST score 


413 


E value 


2.0e-40 


Match length 


120 


% identity 


73 


NCBI Description 


(AL031326) putative protein [Arabidopsis thaliana] 


Seq. No. 


221732 


Seq. ID 


LIB3165-017-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4220480 


BLAST score 


265 



31339 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-23 

102 

53- 

(AC006069) unknown protein [Arabidopsis thaliana] 
221733 

LIB3165-017-P1-K1-D3 
BLASTX 
gl352821 
-591 
2.0e-61 
119 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hixsutum ] 



Seq. No. 


221734 


Seq. ID 


LIB3165-017-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g3548806 


BLAST score 


310 


E value . 


2.0e-28 


Match length 


129 


% identity 


43 


NCBI Description 


(AC005313) unknown protein [Arabidopsis thaliana] 


Seq. No. 


221735 


Seq. ID 


LIB3165-017-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


gl66834 


BLAST score 


627 


E value 


1.0e-65 


Match length 


134 


% Identity 


87 


NCBI Description 


(M86720) ribulose bisphosphate carboxylase/oxygenase 



activase [Arabidopsis thaliana] >gi_2 642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221736 

LIB3165-017-P1-K1-D7 

BLASTX 

g3334197 

470 

3.0e-47 . 

117 

76 

AMINOMETHYLTRANSFERASE PRECURSOR (GLYCINE CLEAVAGE SYSTEM T 
PROTEIN) >gi_2894400_emb_CAA94 902_ (Z71184) T-protein 
[Flaveria anomala] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



221737 

LIB3165-017-P1-K1-D8 

BLASTX 

g2565436 



31340 



BLAST score 


£. /U 


E value 


y . Ue-z4 


Match length 


115 


% identity 


DO 


NCBI Description 


( AF02884 2 ) DegP protease precursor [Arabidopsis t ha liana] 


beq. no. 


1 / JO 


beq. iu 


t t n o i "7_di _vi _ n Q 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


■JOT 
JO / 


E value 


2 . Oe-37 


Match length 


TAT 
101 


% identity 


q a 
oU 


NCBI Description 


FRUCTOSE- BIS PHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 


Seq. No. 


OOI *7 O A 




T TD^1 CC.ni *7_D1 _ tr1 _ TT 1 


Method 


BLASTX 


NCBI GI 


1 11 O A ft 

gl3139 9 


BLAST score 


DUZ 


E value 


£T A — . C T 

6 . Oe-51 


Match length 


112 


% identity 


84 ; 


NCBI Description 


PHOlObiolbM il IU KD rOLirbFllUh FKhCUKbUK ILlbnl UNDULIdLej 


TISSUE- SPECIFIC ST-LS1 PROTEIN) >gi_8227 7_pir SO 04 11 




photosystem II 10K protein precursor - potato 




>gi zl4 o y emD CAAz o 4 5U ( XU4 / o j ) ST -LSI protein L^>oLanum 




tuberosum] 


C « « XT ^ 

Seq. No. 


ZZL 1 4 U 


beq. ID 


IiIdjIoo — Ul / — rl _ rvl — til 


Method 




NCBI GI 


g2129921 


BLAST score 


194 


E value 


O A ^ T C 

b.Ue-lo 


Match length 


C T 

51 


% identity 


75 


NCBI Description 


hypothetical protein 1 - Madagascar periwinkle >gi 758694 




(U12573) putative [Catharanthus roseus] 


beq. no. 


0 O 1 1 A 1 


Seq. ID 


T Tn01 /TC AIT m TV" 1 T-> o 

LIBJloD-Ul /-Pl-Kl-Ez 


Method 


QT 7\ CTM 


NCBI GI 


gl2292 


BLAST score 


193 


E value 


1 Art 1 A A 

l . ue-iU4 


Match length 


365 . . 


% identity 


88 


NCBI Description 


Spinach chloroplast DNA homologous to ARS and ARC elements 




upstream of rDNA operon 


Seq. No. 


221742 


Seq. ID 


LIB3165-017-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3510256 


BLAST score 


172 



31341 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-12 

95 

42 

(AC005310) unknown protein [Arabidop'sis thaliana] 



221743 

LIB3165-017-P1-K1-E4 

BLASTX 

g419781 

186 

3.0e-14 

54 

70 

probable cysteine proteinase precursor 
common tobacco >gi 1984 9_emb_CAA78361_ 



(clone CYP-7) - 
(Z13959) tobacco 



pre-pro-cysteine proteinase [Nicotiana tabacum] 
221744 

LIB3165-017-P1-K1-E6 

BLASTX 

g3510256 

166 

1.0e-ll 

105 , 
37 

(AC005310) unknown protein [Arabidopsis thaliana] 

221745 ' * 

LIB3165-017-P1-K1-E7 

BLASTX 

gll5765 

518 

7.0e-53 

123 

77 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein. type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_1704 31 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_226546_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221746 

LIB3165-017-P1-K1-E8 
BLASTX 
gl709651 
315 

4 .0e-29 
112 
56 

PLASTOCYANIN A 
plastocyanin a 
>gi_929813_emb_CAA90564 
nigra] 



PRECURSOR >gi_2117431_pir S58209 

precursor - black poplar 

(Z50185) plastocyanin a 



[Populus 



31342- 



beq. no. 


O O 1 H A1 


Seq. ID 


LIBoloo-01 /-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2oo4 610 


BLAST score 


387 


E value 


2.0e-37 


Match length 


lo4 


% identity 


4 4 


NCBI Description 


(AL021811) putative protein [Arabidopsis thaliana] 




>gi 4U4yooo eitiD oaa^zodi {/u_»Uj4Do/j puiaiive protein 




[Arabidopsis thaliana] 


Seq. No. 


ZZ ± / 4 O 


Seq. ID 


LIBol bb-Ul / -rl-Kl-Ell 


Method 


BLASTX 


NCBI GI 


gl076678 


BLAST score 


1 /Z 


E value 


7 . Oe-13 


Match length 


45 


% identity 


"7 O 


NCBI Description 


ubiquitin / ribosomal protein S27a - potato (fragment) 


Seq. No. 


^i / 4 y 


Seq. ID 


LIB3 165-0 17 -P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g4104929 


BLAST score 


190 


E value 


2 . 0e-14 


Match length 


118 


% identity 


42 


NCBI Description 


(AF042195) auxin response factor 7 [Arabidopsis thaliana] 


Seq. No. 


ooi Ten 
zz 1 / jU 


Seq. ID 


LIB3 165-0 17 -P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2494415 


dLiAo i score 


*5 *3 ^ 


E value 


4.0e-31 


Match length 


103 


% xdentity 


/ 4 


NCBI Description 


FRUCTOSE-1 , o-BISPHOSPHATASE, CnLUKL/PLAbl PKh^UKbUK 


( D-FRUCTOSE-1 f 6-BISPHOSPHATE l-PHOSPHOHYDROLAbL ) (fcnFAbh) 




>gi did /4/ (LJ4o4i) rructose-i , o-Dispnospnatase [oxycine 




max] 


Seq. No. 


O O T TCI 
ZZ 1 / 0 1 


Seq. ID 


LIB3 165-01 7 -P1-K1-F6 


Method 


tit tv n rn \7 

BLASTX 


NCBI GI 


gl771778 


BLAST score 


491 


K value 


9. Oe-50 


Match length 


115 


% identity 


77 


NCBI Description 


(X99320) 23 kDa oxygen evolving protein of photosystem II 




[Solanum tuberosum] ± 


Seq. No. 


221752 



31343 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-017-PltKl-F7 

BLASTX 

gl351408 

397 

1.0e-38 

94 

79 

VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) 

>gi_1076563_pir S51117 cystein proteinase - sweet orange 

>gi_633185_emb_CAA87720_ (Z47793) cystein proteinase (by 

similarity) [Citrus sinensis] >gi_1588548_prf 2208463A 

vascular processing protease [Citrus sinensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221753 

LIB3165-017-P1-K1-F9 

BLASTX 

g625509 

579 

5.0e-60 

117 

25 

ubiquitin precursor - Arabidopsis thaliana (fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value" 

Match length 

% identity 

NCBI Description 



221754 

LIB3165-017-P1-K1-G12 

BLASTX 

gl709846 

293 

2.0e-26 

126 

45 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR >gi_706853 (U04336) 
22 kDa component of photosystem II [Lycopersicon 
esculentum] 



Seq. No. 
'-Seq. ID 
Method 
NCBI GI 
BLAST score - 
E value 
Match length 
% identity 
NCBI Description 



221755 

LIB3165-017-P1-K1-G6 

BLASTX 

g433970 

653 

1.0e-68 

140 

18 

(Z28649) polyubiquitin [Acetabularia cliftonii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221756 

LIB3165-017-P1-K1-G7 

BLASTX 

gll72664 

308 

3.0e-28 

132 

59 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_419791_pir S31165 photosystem I chain III precursor 

Flaveria trinervia >gi_298482_bbs_127083 photosystem I 



31344 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, -232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 

221757 

LIB3165-017-P1-K1-H1 

BLASTX 

g3288821 

406 

1.0e-39 

99 

79 

(AF063901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 

221758 

LIB3165-017-P1-K1-H10 

BLASTX 

g2493144 

431 

1.0e-42 

121 

53 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-ATPASE 

16 KD PROTEOLIPID SUBUNIT) >gi_2118221_pir S60132 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P2) - Arabidopsis thaliana >gi_926937 (L44-585) 
vacuolar H+-pumping. ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 



Seq. No. 


221759 


Seq. ID 


LIB3165-017-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3063392 


BLAST score 


431 


E value 


1.0e-42 


Match length 


115 


% identity 


76 ' 


NCBI Description 


(AB012932) Ca2+/H+ exchanger [Vigna radiata] 


Seq. No. 


221760 


Seq. ID 


LIB3165-017-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g68200 


BLAST score 


524 


E value 


2.0e-53 


Match length 


129 


% identity 


82 


NCBI Description 


fructose-bisphosphate aldolase (EC 4.1.2.13) 



chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 221761 

Seq. ID LIB3165-017-P1-K1-H3 

Method BLASTX 

NCBI GI gl21080 

BLAST score 454 



31345 



E value 
Match length 
% identity 
NCBI Description 



2.0e-45 

105 

86 

GLYCINE CLEAVAGE SYSTEM H "PROTEIN PRECURSOR 

>gi_1070638_pir GCPMH glycine cleavage system protein H 

precursor - garden pea >gi_20737_emb_CAA45978_ (X64726) H 
protein [Pisum sativum] >gi_169093 (J05164) H-protein of 
glycine decarboxylase precursor (EC 2.1.2.10) [Pisum 
sativum] >gi_287815_emb_CAA37704_ (X53656) H-protein [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221762 

LIB3165-017-P1-K1-H5 

BLASTX 

g289920 

667 

3.0e-70 

124 

100 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. ' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



221763 

LIB3165-017-P1-K1-H6 

BLASTX 

g2765081 

494 

5.0e-50 

132 

74 

(Y10557) g5bf [Arabidopsis thaliana] 
221764 

LIB3165-017-P1-K1-H7 

BLASTX 

g4406530 

359 

3.0e-34 

97 

76 

(AF126870) rubisco activase [Vigna radiata] 
221765 

LIB3165-017-P1-K1-H8 

BLASTX 

g68200 

381 

9.0e-37 

98 

82 

f ructose-bisphosphate aldolase (EC 4.1.2,13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 

221766 

LIB3165-017-P1-K1-H9 
BLASTX 



31346 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl352821 
559 

1.0e-57 

108 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091 ) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221767 

LIB3165-018-P1-K1-A1 

BLASTX 

gll5765 

445 

2.0e-44 

105 

77 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 

221768 

LIB3165-018-P1-K1-A10 

BLASTX 

gl352821 

625 

2.0e-65 

123 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR. 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor-- upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 



221769 

LIB3165-018-P1-K1-A11 

BLASTX 

g231610 

356 

8.0e-34 

118 

65 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA4515,2_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 

221770 



31347 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description, 



LIB3165-018-P1-K1-A12 

BLASTX 

g4164576 

341 

4.0e-32 

94 

76 

(AF09894 6) CTF2A [Arabidopsis thaliana] 
221771 

LIB3165-018-P1-K1-A2 

BLASTX 

g2494415 

295 

1.0e-26 

97 

71 

FRUCTOSE-1, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PH0SPH0HYDR0LASE) (FBPASE) 
>gi_515747 (L34841) fructose-1, 6-bisphosphatase [Glycine 
max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
-BLAST score 
E value 
Match length 
% identity 
NCBI Description 



221772 

LIB3165-018-P1-K1-A5 

BLASTN 

g468770 

36 

1.0e-10 

72 ' 

34 ~ 

A.thaiiana genes for chloroplast ribosomal protein L12 and 
tRNA-Pro 



Seq. No. 
Seq. ID 
Method 
■NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



221773 

LIB3165-018-P1-K1-A6 

BLASTX 

g4097547 

311 

2.0e-28 

123 

33 

(U64906) ATFP3 [Arabidopsis thaliana] 
221774 

LIB3165-018-P1-K1-A7 

BLASTX 

g20729 

404 

2.0e-39 

112 

74 

(X15190) precursor (AA -68 to 337) [Pisum sativum] 
221775 

LIB3165-018-P1-K1-A9 

BLASTX 

g2505865 



31348 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



269 

1.0e-23 

124 

19 

(Y12227) putative topoisomerase [Arabidopsis thaliana] 
221776 

LIB3165-018-P1-K1-B1 

BLASTX 

gl352821 

592 

2.0e-61 

122 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
*E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221777 

LIB3165-018-P1-K1-B10 

BLASTX 

gl703478 

613 

5.0e-64 

125 

90 

(U40566) ubiquitin activating enzyme 2 [Arabidopsis 
thaliana] 

221778 

LIB3165-018-P1-K1-B11 

BLASTX 

gl352821 

566 

2.0e-58 

107 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221779 

LIB3165-018-P1-K1-B4 . 

BLASTX 

g2501578 

524 

2.0e-53 

113 

95 

ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_2129913_pir S60047 

■ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



31349 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221780 

LIB3165-018-P1-K1-B5 

BLASTX 

g2435511 

149 

1.0e-10 

80 
49 

(AF024504) contains similarity to prolyl 4-hydroxylase 
alpha subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221781 

LIB3165-018-P1-K1-B6 

BLASTX 

g4510363 

545 

5.0e-56 

113 

89 

(AC007017) 
thaliana] 



putative DNA-binding protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221782 

LIB3165-018-P.1-K1-B7 

BLASTX 

g3080428 

372 

1.0e-35 

98 

69 

(AL022604) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221783 

LIB3165-018-P1-K1-B8 

BLASTX 

gl00616 

589 

3.0e-61 

117 

94 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221784 

LIB3165-018-P1-K1-B9 

BLASTX 

gl352821 

345 

1.0e-32 
96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi 279581 pir RKCNSU 



31350 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

Seq. No. 221785 

Seq. ID LIB3165-018-P1-K1-C10 

Method BLASTX 

NCBI GI g430947 

BLAST score 4 96 

E value 3.0e-50 

Match length 120 

% identity 82 

NCBI Description (U01103) PSI type III chlorophyll a/b-binding protein 

[Arabidopsis thaliana] 

Seq. No. 221786 

Seq. ID LIB3165-018-P1-K1-C12 

Method BLASTX 

NCBI GI g2275219 

BLAST score 4 97 

E value 2.0e-50 

Match length 133 . 

% identity 70 

NCBI Description - (AC002337) unknown protein [Arabidopsis thaliana] 

Seq. No. 221787 

Seq. ID LIB3165-018-P1-K1-C2 

Method BLASTX 

NCBI GI g.2435406 

BLAST score 233 

E value 2.0e-19 

Match length 135 

% identity 44 

NCBI Description (U83490) thaumatin-like protein [Arabidopsis thaliana] 

Seq. No. 221788 

Seq. ID LIB3165-018-P1-K1-C5 ' ? 

Method BLASTX 

NCBI GI g3915022 

BLAST score 307 

E value 3.0e-30 

Match length 135 

% identity 53 

NCBI Description SUCROSE-PHOSPHATE SYNTHASE 2 

(UDP-GLUCOSE-FRUCTOSE-PHOSPHATE GLUCOSYLTRANSFERASE 2) 
>gi_2190350_emb_CAA724 91_ (Y11795) sucrose-phosphate 
synthase [Craterostigma plantagineum] 

Seq. No. 221789 

Seq. ID LIB3165-018-P1-K1-C6 

Method BLASTX 

NCBI GI g400890 

BLAST score 162 

E value 1.0e-20 

Match length 117 

% identity 43 

NCBI Description PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR 



31-351 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_282837_pir S26953 photosystem II 22K protein precursor 

- spinach >gi_21307_emb_CAA48557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917_bbs_119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 

221790 

LIB3165-018-P1-K1-C8 

BLASTX 

gl063400 

488 

2.0e-49 

112 

88 

(X92888) glycolate oxidase [Lycopersicon esculentum] 
221791 

LIB3165-018-P1-K1-C9 

BLASTX 

g3885511 

391 

5.0e-38 

99 

79 

(AF084200) similar to PSI-K subunit of photosystem I from 
barley [Medicago sativa] 



Seq. 1 ' No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221792 

LIB3165-018-P1-K1-D1 

BLASTX 

g461501 

599 

9.0e-67 

140 

92 

FRUCTOSE-BISPHOSPHATE ALDOLASE 2, CHLOROPLAST 

>gi_418803_pir S29048 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea (fragment) 

2217 93 

LIB3165-018-P1-K1-D10 

BLASTX 

gl351279 

308 

4.0e-32 

110 

68 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_602590_emb_CAA58230_ (X83227) triosephosphate isomerase 
[Petunia x hybrida] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



221794 

LIB3165-018-P1-K1-D12 

BLASTX 

gll5765 

442 

6.0e-44 



31352 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID . . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



122 
66 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 

221795 

LIB3165-018-P1-K1-D2 

BLASTX 

g886100 

325 

2.0e-50 

132 

79 

(U27347) putative water channel protein; plasmalemma 
intrinsic protein; similar to Arabidopsis Pip2a gene 
product, PIR Accession Number S44084 [Glycine max] 

221796 

LIB3165-018-P1-K1-D3 

BLASTX 

g2511693 

389 

1.0e-37 

107 

71 

(Z99954) cysteine proteinase precursor [Phaseolus vulgaris] 
221797 

LIB3165-018-P1-K1-D4 

BLASTX 

gll'8564 

473 

1.0e-47 

101 

89 

GLYCERATE DEHYDROGENASE (NADH-DEPENDENT HYDROXYPYRUVATE 

REDUCTASE) (HPR) (GDH) >gi__65955_pir DEKVG glycerate 

dehydrogenase (EC 1.1.1.29) - cucumber 
>gi_18264_emb_CAA414 34_ (X58542) NADH-dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_18275^emb_CAA32764_ (X14609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 

221798 

LIB3165-018-P1-K1-D5 

BLASTX 

g2246625 

220 

7.0e-18 

121 

40 



31353 



NCBI Description 



(AF004 947) protein kinase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221799 

LIB3165-018-P1-K1-D6. 

BLASTX 

gl352821 

594 

1.0e-61 

111 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221800 

LIB3165-018-P1-K1-D7 

BLASTX 

g2582822 

239 

4.0e-20 

126 

51 

(Y09987) CDSP32 protein (Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221801 

LIB3165-018-P1-K1-D9 
"BLASTX 
g2129538 
504 

3.0e-51 

105 

91 

AT103 protein -Arabidopsis thaliana >gi_1033195 (U38232) 
AT103 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221802 

LIB3165-018-P1-K1-E10 

BLASTX 

gl31194 

368 

3.0e-35 

115 

69 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT V PRECURSOR 

{PHOTOSYSTEM I 9 KD PROTEIN) (PSI-G) >gi_72686_pir F1SP5 

photosystem I chain V precursor - spinach 

>gi_21299_emb_CAA31524_ (X13134) PSI subunit V preprotein 

(AA -69 to 98) [Spinacia oleracea] >gi_226167j?rf 1413236B 

photosystem I reaction center V [Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



221803 

LIB3165-018-P1-K1-E11 

BLASTX 

g4406530 



31354 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



375 

5.0e-36 

126 

64 

(AF126870) rubisco activase [Vigna radiata] 
221804 

LIB3165-018-P1-K1-E2 

BLASTX 

g3202042 

488 

2.0e-49 

114 

82 

(AF069324) 26S proteasome regulatory subunit S5A 
[Mesembryanthemum crystallinum] 

221805 

LIB3165-018-P1-K1-E5 

BLASTX 

g3914603 

532 

2.0e-54 

130 

76 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 

221806 

LIB3165-018-P1-K1-E6 

BLASTX 

gl32808 

440 

1.0e-43 

93 

91 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L23 >gi_71299_pir R5NT23 

ribosomal protein L23 - common tobacco chloroplast 
>gi_11868_emb_CAA77385_ (Z0004 4) ribosomal protein L23 
[Nicotiana tabacum] >gi_1223690_emb_CAA77408_ (Z00044) 
ribosomal protein L23 [Nicotiana tabacum] 

>gi_225239_prf 1211235BX ribosomal protein L23 [Nicotiana 

tabacum] >gi_227679_prf 1709206A ribosomal protein CL23 

[Nicotiana tabacum] 

221807 

LIB3165-018-P1-K1-E7 

BLASTX 

g3158476 

417 

4..0e-41 

94 

83 

(AF067185) aquaporin 2 [Samanea saman] 



31355 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221808 

LIB3165-018-P1-K1-E8 

BLASTX 

g586004 

618 

1.0e-64 

128 

88 

SUPEROXIDE DISMUTASE [CU-ZN] >gi_421962_pir S34267 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) - sweet potato 

>gi_542090__pir S40404 superoxide dismutase (EC 1.15.1.1) 

(Cu-Zn) - sweet potato >gi_311971_emb_CAA51654_ (X73139) 
superoxide dismutase [Ipomoea batatas] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221809 

LIB3165-018-P1-K1-E9 

BLASTX 

G131399 

363 

8.0e-35 

97 

70 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 

JTISSUE-SPECIFIC ST-LS1 PROTEIN). >gi_82277_pir S00411 

"photosystem II 10K protein precursor - potato 
>gi_214 89_emb_CAA28450_ (X04753) ST-LS1 protein [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221810 

LIB3165-018-P1-K1-F1 

BLASTX 

g730850 

143 

7.0e-09 

123 

28 

SUR2 PROTEIN (SYRINGOMYCIN RESPONSE PROTEIN 2) 

>gi_626942_pir S48533 SUR2 protein - yeast (Saccharomyces 

cerevisiae) >gi_458718 (U07171) Sur2p [Saccharomyces 
cerevisiae] >gi_8492T5 (U28374) Sur2p: syringomycin 
response protein 2 [Saccharomyces cerevisiae] >gi_1786173 
(U10427) Syr2p [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221811 

LIB3165-018-P1-K1-F10 

BLASTX 

gl673344 

166 

1.0e-ll 

53 

55 

(D64002) hypothetical protein [Synechocystis sp.] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



221812 

LIB3165-018-P1-K1-F12 

BLASTX 

g3935184 



31356 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID- 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No . 
Seq. ID 
Method 
NCBI GI 



304 

9.0e-28 

77 

71 

(AC004557) F17L21.27 [Arabidopsis thaliana] 
221813 

LIB3165-018-P1-K1-F2 

BLASTX 

g2924262 

576 

1.0e-59 

139 

77 

(Z00044) PSII 44kd protein [Nicotiana tabacum] 
221814 

LIB3165-018-P1-K1-F3 

BLASTX 

g3150412 

327 

2.0e-30 

101 

64 

(AC004165) putative Fe(il) transport protein [Arabidopsis 
thaliana] >gi_3420044 (AC004680) putative Fe(II) transport 
protein [Arabidopsis thaliana] 

221815 

LIB3165-018-P1-K1-F4 

BLASTX 

g3808101 

278 

1.0e-24 

97 

59 

(AJ012165) chloroplast protease' [Capsicum annuum] 
221816 

LIB3165-018-P1-K1-F6 

BLASTX 

gl31276 

485 

5.0e-49 

91 

96 

PHOTOSYSTEM II P680 CHLOROPHYLL A APOPROTEIN (CP-47 

PROTEIN) >gi_72704_pir QJNT6A photosystem II chlorophyll 

a-binding protein psbB - common tobacco chloroplast 
>gi_11856_emb_CAA77373_ (Z00044) PSII 47kD protein 

[Nicotiana tabacum] >gi_225224_prf 1211235BF photosystem 

II P680 apoprotein [Nicotiana tabacum] 

221817 

LIB3165-018-P1-K1-F7 

BLASTX 

gl352821 



31357 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



641 

3.0e-67 

121 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221818 

LIB3165-018-P1-K1-F8 

BLASTX 

g3176076 

260 

1.0e-22 

60 

82 

(AJ002487) protein phosphatase 1 catalitic subunit 
[Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221819 

LIB3165-018-P1-K1-G10 

BLASTX 

gll70567 

691 

4.0e-73 

143 

93 

MYO-INOS I T0L-1- PHOSPHATE SYNTHASE (IPS) 

>gi_1085960_pir S52648 INOl protein - Citrus paradisi 

>gi_602565_emb_CAA83565_ (Z32632) INOl [Citrus x paradisi] 



Seq. No. 


221820 


Seq. ID 


LIB3165-018-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g3282092 


BLAST score 


170 


E value 


5.0e-12 .. ... 


Match length 


116- 


% identity 


36 


NCBI Description 


(AJ007446) hypothetical protein [Thermotoga neapolitana] 


Seq. No. 


221821 


Seq. ID 


LIB3165-018-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


"gl449179 


BLAST score 


153 


E value 


1.0e-14 


Match length 


78 


% identity 


60 


NCBI Description 


(D86506) N-ethylmaleimide sensitive fusion protein 




[Nicotiana tabacum] 


Seq. No. 


221822 


Seq. ID 


LIB3165-018-P1-K1-G3 


Method 


BLASTX 



31358 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2262116 
252" 

2.0e-28 

110 

62 

(AC002343) cellulose synthase isolog [Arabidopsis thaliana] 
221823 

LIB3165-018-P1-K1-G4 

BLASTX 

g68200 

519 

6.0e-53 

128 

83 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method • 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221824 

LIB3165-018-P1-K1-G5 

BLASTX 

g3914605 

665 

5.0e-70 

140 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase - 
apple tree >gi_415852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 

221825 

LIB3165-018-P1-K1-G7 

BLASTN 

g2687432 

42 • 

1.0e-14 " 

102 

85 

Plumbago auriculata large subunit 26S ribosomal RNA gene, 
partial sequence 

221826 

LIB3165-018-P1-K1-G9 

BLASTX 

g2493694 

257 

3.0e-22 
112 

,54 

PHOTOSYSTEM II REACTION CENTRE W PROTEIN PRECURSOR (PSII 

6.1 KD PROTEIN) >gi_1076268_pir S53025 photosystem II 

protein - spinach >gi_728716_emb_CAA59409_ (X85038) protein 
of photosystem II [Spinacia oleracea] 



31359 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221827 

LIB3165-018-P1-K1-H1 

BLAST X 

g68200 

438 

1.0e-43 

109 
82 

fructose-bisphosphate aldolase (EC 4.1.. 2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 

221828 

LIB3165-018-P1-K1-H10 

BLAST X 

gl709825 

398 

9.0e-39 

120 

68 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 

22182 9 

LIB3165-018-P1-K1-H11 

BLASTX 

gl353352 

440 

1.0e-43 

135 

57 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 

Seq.. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221830 

LIB3165-018-P1-K1-H12 

BLASTX : 

gl354517 

292 

3.0e-26 

133 

53 

(U55838) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221831 

LIB3165-018-P1-K1-H2 

BLASTX 

gll81599 

324 

4.0e-30 

131 

42 

(D83007) subunit of photosystem I 



[Cucumis sativus] 



Seq. No. 



221832 



31360 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-018-P1-K1-H3 

BLASTX 

gll72664 

223 

3.0e-18 

48 

92 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_419791_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_2984 82_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221833 

LIB3165-018-P1-K1-H5 

BLASTX 

g4545262 

160 

7.0e-ll 

44 

64' 

(AF118230) metallothionein-like protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221834 

LIB3165-018-P1-K1-H7 

BLASTX 

g4325041 

246 

7.0e-35 

118 

69 

(AF117339) FtsH-like protein Pftf precursor [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221835 ^ : 

LIB3165-019-P1-K1-A2 

BLASTX 

g421826 

148 

2.0e-17 

69 

66 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



221836 

LIB3165-019-P1-K1-A5 

BLASTX 

g3212610 

287 

1.0e-25 

108 

54 



31361 



NCBI Description 



Chain A, Sulfite Oxidase From Chicken Liver 
>gi_3212611_pdb_lSOX_B Chain B, Sulfite Oxidase From 
Chicken Liver 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match' length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221837 

LIB3165-019-P1-K1-A6 

BLASTX 

gl351411 

323 

3.0e-30 

77 

75 

VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) (PROTEINASE B) 

>gi_1076553_pir S49175 cysteine proteinase precursor - 

spring vetch >gi_2129906_pir S68984 cysteine proteinase 

precursor - spring vetch >gi_510358_emb_CAA84383_ (Z34899) 
cysteine proteinase [Vicia sativa] 

221838 

LIB3165-019-P1-K1-A7 

BLASTX 

gl644427 

313 

9.0e-29 " 

77 

79 

(U74610) glyoxalase II [Arabidopsis thaliana] 
221839 

LIB3165-019-Pl-Kf-A8 

BLASTX 

g418854 

617 

2.0e-64 

124 

18 

ubiquitin precursor - .parsley >gi_288112_emb_CAA45621_ 
(X64344) polyubiquitin [Petroselinum crispum] 

>gi_288114_emb_CAA45622_ (X64345) polyubiquitin 
[Petroselinum crispum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221840 

LIB3165-019-P1-K1-B11 

BLASTX 

g3912953 

197 

4.0e-15 

77 

51 

PUTATIVE 1-AMINOCYCLOPROPANE-l-CARBOXYLATE DEAMINASE 
DEAMINASE) 



(ACC 



Seq. No. 
Seq. ID . 
Method 
NCBI GI 
BLAST score 



221841 

LIB3165-019-P1-K1-B3 

BLASTX 

g4263711 

293 



31362 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



2.0e-26 ~ ' 

108 

56 

(AC006223) putative CCR4-associated transcription factor 
[Arabidopsis thaliana] 

221842 

LIB3165-019-P1-K1-B5 

BLASTX 

g2104951 

311 

1.0e-28 

129 

57 

(U96717) MAP kinase-like protein [Selaginella lepidophylla] 
221843 

LIB3165-019-P1-K1-B8 

BLASTX 

g3292814 

158 

1.0e-10 

96 

44 

(AL031018) putative protein [Arabidopsis thaliana] 
221844 

LIB3165-019-P1-K1-B9* 

BLASTX 

g20739 

348 

6.0e-33 

69 

90 

(X54377) P-protein subunit of glycine decarboxylase enzyme 
complex [Pisum sativum] 

221845 

LIB3165-019-P1-K1-C10 

BLASTX ' 

gll72437 

528 

5.0e-54 

99 

100 

CYTOCHROME B6-F COMPLEX SUBUNIT 4 (17 KD POLYPEPTIDE) 

>gi_1363524_pir S58582 plastoquinol-rplastocyanin 

reductase (EC 1.10.99.1) 17K protein - maize chloroplast 
>gi_902252_emb_CAA60316_ (X86563) cytochrome b/f [Zea mays] 

221846 

LIB3165-019-P1-K1-C12 

BLASTX 

g266893 

645 

1.0e-67 
125 



31363 



% identity 

NCBI Description 



94 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_3224 1 6_pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47906_ (X67674) rubisco activase [Cucumis 
sativus] 



r 8 * 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



221847 

LIB3165-019-P1-K1-C2 

BLASTX 

g289920 

673 

5.0e-71 

127 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

221848 

LIB3165-019-P1-K1-C7 

BLASTX 

gl707008 

209 

1.0e-16 

86 

51 

(U78721) 30S ribosomal protein S5 isolog [Arabidopsis 
thaliana} 

221849 

LIB3165-019-P1-K1-C8 

BLASTX 

g3914603 

592 

1.0e-61 

128 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 

221850 

LIB3165-019-P1-K1-D12 

BLASTX 

g3643608 

266 

3.0e-23 

101 

52 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
221851 

LIB3165-019-P1-K1-D2 

BLASTX 

g2262170 

204 



31364 



E value 5.0e-16 
Match length 114 
% identity 44 

NCBI Description (AC002329) predicted glycosyl hydrolase [Arabidopsis 
thaliana] 

Seq. No. 221852 

Seq. ID LIB3165-019-P1-K1-D3 

Method BLASTX 

NCBI GI gl352821 

BLAST score 54 6 

E value 4.0e-56 

Match length 104 

% identity 98 

NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gj._4 50505_enih_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 221853 

Seq. ID LIB3165-019-P1-K1-D6 

Method BLASTX 

NCBI GI * g2827548 

BLAST score 258 

E value 3.0e-22 

Match length 85 

% identity 56 

NCBI Description (AL021635) cytochrome P450 
"•thaliana] 

Seq. No. 221854 

Seq. ID LIB3165-019-P1-K1-D9 

Method. ■ BLASTX 

NCBI GI gll68411 

BLAST score 332 

E value 5.0e-31 

Match length 88 

% identity 80 

NCBI Description FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 



- like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

■E value 

Match length 

% identity 

NCBI Description 



221855 

LIB3165-019-P1-K1-E10 

BLASTX 

g3914603 

546 

4.0e-56 

131 

79 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



221856 

LIB3165-019-P1-K1-E12 
BLASTX 



31365 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ■ 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 



g289920 
723 

7.0e-77 

136 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

221857 

LIB3165-019-P1-K1-E4 

BLASTX 

g480082 

169 

7.0e-12 

139 
33 

catechol O-methyltransferase (EC 2.1.1.6) - common tobacco 
>gi_39658 9_emb_CAA524 61_ (X74 452) catechol 
O-methyltransferase [Nicotiana tabacum] 



221858 

LIB3165-019-P1-K1-E5 

BLASTX 

g3687652 

180 

4.0e-13 

96 

48 

(AF047352) rubisco activase 



precursor [Datisca glomerata] 



221859 

LIB3165-019-P1-K1-E7 

BLASTX 

gl352821 

593 

1.0e-61 

111 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir_RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221860 

LIB3165-019-P1-K1-E8 

BLASTX 

gl00203 

141 

8.0e-09 

104 

40 

cysteine proteinase (EC 3.4.22.-) precursor - tomato 
>gi_19195_emb_CAA7 8403_ (Z14028) pre-pro-cysteine 
proteinase [Lycopersicon esculentum] 

221861 



31366 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-019-P1-K1-E9 

BLASTX 

g2853087 

401 

4.0e-39 

126 

41 

(AL021768) putative protein [Arabidopsis thaliana] 
221862 

LIB3165-019-P1-K1-F1 

BLASTX 

gll81599 

381 

5.0e-37 

105 

72 

(D83007) subunit of photosystem I [Cucumis sativus] 
221863 

LIB3165-019-P1-K1-F10 

BLASTX 

g4574320 

208 

2.0e-16 

61 

67 

(AF117224) wound-induced protein WI12 [Mesembryanthemum 
crystallinum] 

221864 

LIB3165-019-P1-K1-F11 

BLASTX 

gll74162 

528 

4.0e-54 
101 

91 - 1- 

(U44976) ubiquit in-conjugating enzyme [Arabidopsis 

thaliana] >gi_374 6915 (AF091106) E2 

ubiquitin-conjugating-like enzyme [Arabidopsis thaliana] 
221865 

LIB3165-019-P1-K1-F12 

BLASTX 

g3913018 

518 

5.0e-53 

108 

91 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



221866 

LIB3165-019-P1-K1- 
BLASTX 



F2 



31367 



NCBI GI' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
.BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4406530 
206 

2.0e-16 

63 

71 

(AF126870) rubisco activase [Vigna radiata] 
221867 

LIB3165-019-P1-K1-F6 

BLASTN 

g2477521 

49 

2.0e-18 

65 

94 

Arabidopsis thaliana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

221868 

LIB3165-019-P1-K1-F7 

BLASTX 

g3334320 

448 

9.0e-45 

99 

92 

'40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 

221869 ' 

LIB3165-019-P1-K1-F8 

BLASTX 

gl439609 

556 

2.0e-57 
112 

53 ' 

(U62778) delta-tonoplast intrinsic protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. .ID 
Method 
NCBI GI 
BLAST score 



221870 

LIB3165-019-P1-K1-F9 

BLASTX 

gl31385 

496 

2.0e-50 

130 

78 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 

221871 

LIB3165-019-P1-K1-G1 

BLASTX 

g548774 

207 



31368 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-17 

40 

95 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 

221872 

LIB3165-019-P1-K1-G10 

BLASTX 

gl354515 

274 

3.0e-24 

131 

52 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq^ ID 
Method 
NCBI GI 



221873 . 

LIB3165-019-P1-K1-G2 

BLASTX 

g508304 

353 

.2.0e-33 
7 9 
80 

(L22305) corC [Medicago sativa] 
221874 

LIB3165-019-P1-K1-G3 

BLASTX 

gl352821 

641 

3.0e-67 

124 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pix RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221875 

LIB3165-019-P1-K1-G6 

BLASTX 

g2160782 

324 

3.0e-30 

75 

84 

(AF001505) putative ammonium transporter OsAMTlp [Oryza 
sativa] 

221876 

LIB3165-019-P1-K1-G7 

BLASTX 

gll68411 



31369 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



264 

3.0e-23 

75 

75 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
221877 

LIB3165-019-P1-K1-G9 

BLASTX 

gl709651 

353 

1.0e-33 

107 

64 

PLASTOCYANIN A PRECURSOR >gi_2117431_pir _S58209 

plastocyanin a precursor - black poplar 

>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a [Populi 
nigra] 

221878 

LIB3165-019-P1-K1-H10 

BLASTX •. 

g445613 

494 

4.0e-50 

123 

75 

ribosomal protein L7 [Solanum tuberosum] 
221879 

LIB3165-0L9-P1-K1-H11 

BLASTX' 

g729051 

551 

1.0e-56 

115 

59 

CALTRACTIN (CENTRIN) >gi_444 342_prf 1906390A 

caltractin-like protein [Atriplex nummular ia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221880 

LIB3165-019-P1-K1-H12 

BLASTX 

g2708749 

244 

1.0e-20 

76 

58 

(AC003952) putative senescence-assoc, 
protein [Arabidopsis thaliana] 



rhodanese-like 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



221881 

LIB3165-019-P1-K1-H3 

BLASTX 

g4262181 

144 

5.0e-09 



31-370 



. Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq,. No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



101 
43 

(AC005508) 37496 [Arabidopsis thaliana] 
221882 

LIB3165-019-P1-K1-H5 

BLASTX 

gl352821 

552 

7.0e-57 

116 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221883 

LIB3165-019-P1-K1-H6 

BLASTX 

g4406530 

207 

2.0e-16 

11 

58 

(AF126870) rubisco activase [Vigna, radiata] 
221884 

LIB3165-019-P1-K1-H7 

BLASTX 

g3928760 

176 

7.0e-13 

75 
48 

(AB011797) homolog to plastid-lipid-associated protein 
[Citrus unshiu] 

221885 - 

LIB3165-019-P1-K1-H9 

BLASTX 

g82263 

236 

7.0e-20 

93 

62 

ubiquinol — cytochrome-c reductase (EC 1.10.2.2) cytochrome 
cl precursor (clone pC(l)3II) - potato 

221886 

LIB3165-020-P1-K1-A1 

BLASTX 

gll81599 

162 

2.0e-ll 

83 



31371 



% identity 

NCBI Description 



48 - 

(D83007) subunit of photosystem I [Cucumis sativus] 



Seq. No. 


221887 


Cart t n 


t Tn*5i — nofi — di _vi _ m i 

LlDJ lOO*UZU"rl-|\l-Al 1 


Method 


BLAST X 


NCBI GI 


gl lbo4 1 1 


dJjAo i score 


o-c / 


E value 


z . Ue-jU 


Match length 


o / 


% identity 


-7 Q 


NCBI Description 


h KUtlUbb-DlornUbrJiAIh 


Seq. No. 


221888 


Seq. ID 


LIB3165-020-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


gl354olo 


BLAST score 


31o 


E value 


z . ue <i y 


Match length 


14 U 


% identity 


01) 


NCBI Description 


(UoooJ/j carbonic anri] 




tremuloides ] 


Seq. No. 


221889 


Seq. ID 


LIB3165-020-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


612 


E value 


8.0e-64 


Match length 


114 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE 



x Populus 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221890 

LIB3165-020-P1-K1-A5 

BLASTX 

g3869088 

618 

2.0e-64 

119 

99 

(AB019427) elongation factor-1 alpha [Nicptiana paniculata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221891 

LIB3165-020-P1-K1-A6 

BLASTX 

gll81599 

288 

3.0e-26 

83 

69 

(D83007) subunit of photosystem I [Cucumis sativus] 



31372 



Cp(-t Mo 


991 R99 


C Dn T n 


LlDJlUJ \J£\J t 1 JM ft / 




RT BQTY 


LN \*t D ± \J A. 


y Z. D DO -7 J 


O T ACT 1 c r> V d 

DLirio i score 


DO 4 


E value 


8.0e-69 


Match length 


127 




QR 


inudi Description 


DTnnTriQTT DT O DJJPlC DUA.TIT C* ZX T? DflY VT A. CT? / AY VPTTMZi C IT APT T\7Q C IT 




rKHjOUKoUK (KUdIoLU ftV 1 ± Vftoilj J >yl JZZ411D pir o^Ol/Z 




IlUUlUbc D± opilUopild uc LaUJUAyiooc aOLl Vaoc OUL-UilUJci 




^gi lozoft eiriD uftftfi/yuD lAo/o/fij ruoisco activase luucuiiiis 




C ^ ^ T TT1 1 C 1 

SaUlVUS J 


ocCj. iNO . 


a 

991 RQ*} 

it 


o a/** t n 
beq, IU 


T TR*31 ^c:— H9H — D1 —VI _n 1 ft 
LlDjlOO"U^U"rl~lS.l-olU 




RT a^TY 


Kir kT uT 


rt '< Q Q fl R 9 


BLAST score 


199 


E value 


2.0e-15 


fulf 4* /"l V> 1 T"b 4~ 

Mdtcn xengcn 


1 9fl 


% identity 




NCBI Description 


ATD CVMTUSCr HTTT TA PURTM PUT riDHDT ECT 1 DDTT^TID CAD 

Air oiLNlrlftoiij uttLti£\ .L-rlftliN, , UnljUKUrlirio 1 rKbLUKoUK 




-?yi /1j pir ozoi/i ni — t ranspor t. my ftiir synunase {z,^ 




3.6.1.34) delta chain, chlorop.last — garden pea ^gi 169045 




(M94558) ATP synthase delta subunit [Pisuin sativum] 


Oclji IN U . 


991 RQ4 * 


Seq. ID 


LIB3165-020-P1-K1-B11 


Method 


BLASTX 




rr9 fifil D91 


oiiAoi score 




E value 


i . ue - ox 


LYiau.cn leny tn 


119 


$ laeriLity 


y O 


ln^di uescription 


Inr ujjz jj) cdLdidse [uiycine inaxj 


C p>/-r Ma 


991RQS 


beq .„iu 




Lit; UllvJU. 


dtacty 

DlinO 1 A 


MfRT pT 


y *1 UUO 


oiifto 1 score 


JlO 


F vfl 1 hp 

Hi V CI X LLC 


4 Oe-29 


Match length 


128 


% identity 


45 


IN^Dl UcaOl lpLlUIl 






->gi ztjiio J / pir ozoyDj pnotosystein 11 protein precursor 




spinacn ^yi zuu/ einxj uftnyo jj / i ado jj^ j z^jcu proiein ui 




PSII TSoinacia oleraceaT >ai 260^17 bbs 119338 (S49864) 




photosystem II 22 kda polypeptide [spinach, Peptide, 274 




aa] [Spinacia oleracea] 


Seq. No. 


.221896 


Seq. ID 


LIB3165-020-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl352821 



31373 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



627 

1.0e-65 

119 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Can Mr\ 


99"\ ft Q7 

c* C X. O j I 




jji u j i \j -J \j r j. i\ -L o*± 




BLAST X 


NCBI GI 


g4406530 


BLAST score 


363 


E value 


1.0e-34 


Match length 


119 


% identity 


65 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


221898 


Seq. ID 


LIB3165-020-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl00200 


BLAST score 


437 


E value 


3.0e-43 ■ 


Match length 


114 


% identity 


75 


NCBI Description 


chlorophyll a/b-binding protein type I precursor 



- tomato 



Seq. No. 


221899 




Seq. ID 


LIB3165-020-P1- 


-K1-B7 


Method 


BLASTX 




NCBI GI 


g992706 




BLAST score 


527 




E value „ 


7.0e-54 




Match length 


100 




%' identity . 


92 




NCBI Description 


(U33758) UBC13 


[Arabidopsis thaliana 


Seq. No. 


221900 




Seq. ID 


LIB3165-020-P1- 


-K1-B8 


Method 


BLASTN 




NCBI GI 


g3821780 




BLAST score 


36 




E value 


1.0e-10 




Match length 


36 




% identity 


100 




NCBI Description 


Xenopus laevis 


cDNA clone 27A6-1 



Seq. No. 221901 

Seq. ID LIB3165-020-P1-K1-C10 

Method BLASTX 

NCBI GI g2914706 

BLAST score 355 

E value 1.0e-33 

Match length 94 



31374 



4^ 
fi 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-.65 

(AC003974) putative homeobox protein [Arabidopsis thaliana] 
221902 

LIB3165-020-P1-K1-C2 

BLASTN 

g2687442 

94 

8.0e-46 

146 

91 

Mitella pentandra large subunit 26S ribosomal RNA gene, 
partial sequence 

221903 

LIB3165-020-P1-K1-C5 

BLASTX 

g2191191 

242 

2.0e-20 

114 

54 

(AF007271) A_TM021B04 . 14 gene product [Arabidopsis 
thaliana] 

221904 

LIB3165-020-P1-K1-C8 
BLASTX c: 
g2791834 
511 

5.0e-52 

97 

100 

(AF041463) elongation factor 1-alpha [Manihot esculenta] 

221905 - 

LIB3165-020-P1-K1-C9 

BLASTX 

g2738949 

547 

3.0e-56 

114 

89 

(AF022213) cytosolic ascorbate peroxidase [Fragaria x 
ananassal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221906 

LIB3165-020-P1-K1-D1 

BLASTX 

g289920 

695 

1.0e-73 

135 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



31375 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221907 

LIB3165-020-P1-K1-D10 

BLASTX 

g!304227 

501 

8.0e-51 

128 

70 

(D63781) Epoxide hydrolase [Glycine max] 
>gi_2764804_emb_CAA55293_ (X78547) epoxide hydrolase 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221908 

LIB3165-020-P1-K1-D12 

BLASTX 

gl352821 

246 

3.0e-21 

72 
74 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate^carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq.- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221909 

LIB3165-020-P1-K1-D5 

BLASTX 

g4406530 

392 

5.0e-38 

111 

74 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221910 

LIB3165-020-P1-K1-D8 

BLASTX 

g2266992 

392 

5.0e-38 

131 

51 

(U77412) 
elegans] 



O-linked GlcNAc transferase [Caenorhabditis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221911 

LIB3165-020-P1-K1-E1 

BLASTX 

gl345698 

637 

9.0e-67 

126 

94 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 
(CAB-151) (LHCP) >gi 99601_pir S20917 chlorophyll 



31376 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



a/b-binding protein - upland cotton 

>gi_4 52314_emb_CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 

221912 

LIB3165-020-P1-K1-E10 

BLASTX 

g289920 

451 

2.0e-45 

84 

100 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

221913 

LIB3165-020-P1-K1-E12 

BLASTX 

gI35282l 

597 

4.0e-62 

113 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN' PRECURSOR 

(RUBISCO--SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221914 

LIB3165-020-P1--K1-E2 

BLASTX 

g289920 

719 

2.0e-76 

136 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



221915 

LIB3165-020-P1-K1-E3 

BLASTX 

g289920 

723 

8.0e-77 

136 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

221916 

LIB3165-020-P1-K1-E5 

BLASTX 

g3510256 

258 

3.0e-22 



31377 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



125 
44 

(AC005310) unknown protein [Arabidopsis tha-liana] 
221917 

LIB3165-020-P1-K1-F10 

BLASTX 

gl352821 

590 

3.0e-61 

110 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



oeq. ino. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No., 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221918 

LIB3165-020-P1-K1-F12 

BLASTX 

g2815246 

225 

2.0e-18 

*55 
73 

(X95709) class I type' 2 metallothionein [Cicer arietinum] 
221919 

LIB3165-020-P1-K1-F3 

BLASTX 

gll638 

219 

9.0e-38 
107 

(X0164 7) open reading frame (ORF701) pot. membrane protein 
(aa 1-487) [Marchantia polymorpha] 

221920 

LIB3165-020-P1-K1-F5 

BLASTX 

g289920 

727 

3.0e-77 

138 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



221921 

LIB3165-020-P1-K1-F6 

BLASTX 

g2244916 

215 

3.0e-17 
133 



31378 



% identity 


35 


NCBI Description 


(Z97339) hypothetical protein [Arabidopsis 1 


Seq. No. 


221922 


q pa ID 


LIB3165-020-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g945081 


BLAST score 


535 


F. va 1 ue 


8.0e-55 


Mafph 1 pncrth 


134 


% identitv 


78 


NCBI DescriDtion 


(U31094) P21 [Petunia hybrida] 


Seq. No. 


221923 


Seq. ID 


LIB3165-020-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g285317 


BLAST score 


463 


F. Vri 1 i j e> 

J_j VOX l^i- w 


2 . Oe-4 6 


Li CI LV_^11 XCliy l— li 


141 


% identitv 


70 


NPRT Dp^rriDtion 

U X I—/ C O J- J. I. ^ \y 1 * 


dihydrolipoamide dehydrogenase (EC 1.8.1.4) 


Seq. No. 


221924 


Seq. ID 


LIB3165-020-P1-K1-G11 


Method 


BLASTX 


NCBI GI- 


gl354515 


BLAST score 


343 


F, value 


2. Oe-32 


Mafph lpncrth 


146 


St i Hpnt" i 1" v 


53 ' 


NCBI Descriotion 


(U55837) carbonic anhydrase [Populus tremul 


t remuloides ] 


Seq. No. 


221925 


Seq. ID 


LIB3165-020-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


718 


E value 


3.0e-76 


Match length 


134 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

221926 

LIB3165-020-P1-K1-G2 

BLASTX 

gll68408 

597 

4 ,0e-62 

132 

89 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb_CAA6194 6_ (X89828) 
f ructose-1, 6-bisphosphate aldolase [Pisum sativum] 



31379 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221927 

LIB3165-020-P1-K1-G3 

BLASTX 

gl352821 

613 

6.0e-64 

115 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 







221928 




Can T D 

Ocij> XL/ 


LIB31 6S-020-P1-K1-G6 




L JC LI 1UU 


RLA9TX 


"CSS? 


IN ^ D X OX 


y x w i u x 




DLnOl OL-UiC 




y 5 


J_J v oxuc 


2.0e-35 


03 ! 


Mafrh 1 ot~i rrt" h 


114 




% identity 


68 


Q 


NCBI Description 


(D70895) 3-ketoacyl-CoA thiolase [Cucurbita sp.] 




Seq. No. 


221929 


01 


Seq. ID 


LIB3165-020-P1-K1-H1 




Method 


BLASTX 




NCBI GI 


g3063444 




BLAST score 


529 


a 


E value 


4.0e-54 




Match length 


142 


i = 


% identity 


68 


C3 


NCBI Description 


(AC003981) F22013.5 [Arabidopsis thaliana] 




Seq. No. 


221930 




Seq. ID 


LIB3165-020-P1-K1-H12 - 




• Method 


BLASTX 




NCBI GI 


gl352821 




BLAST score 


608 




E value 


2.0e-63 




Match length 


124 




% identity 


95 




NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 221931 

Seq. ID LIB3165-020-P1-K1-H2 

Method BLASTX 

NCBI GI g2995384 

BLAST score 286 

E value 9.0e-28 

Match length 114 

% identity 57 



31380 



NCBI Description 



(AJ004 8 10) cytochrome P450 monooxygenase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221932 

LIB3165-020-P1-K1-H4 

BLASTX 

g2351846 

208 

2.0e-16 

105 
46 

(U93050) poly (A) binding protein II [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI" 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No,, 

Seq. ID' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221933 

LIB3165-020-P1-K1-H5 

BLASTX 

g3738285 

506 

2.0e-51 

127 

75 

(AC005309) unknown protein [Arabidopsis thaliana] 
221934 

LIB3165-020-P1-K1-H6 

BLASTX 

g548437 

179 

4.0e-13 

133 * * 

36 

OSH1 PROTEIN >gi_1078479_pir S53463 SWH1 protein (version 

1) - yeast (Saccharomyces cerevisiae) >gi_456143 (L28920) 
Oshlp [Saccharomyces cerevisiae] 

221935 

LIB3165-020-P1-K1-H8 

BLASTX 

g231688 

668 

2.0e-70 

126 

100 

CATALASE ISOZYME 2 >gi_99599_pir S17493 catalase (EC 

1.11.1.6) - upland cotton >gi_184 88_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 

221936 

LIB3165-020-P1-K1-H9 

BLASTX 

g2760834 

495 

4.0e-50 

132 

74 

(AC003105) putative nitrate transporter [Arabidopsis 
thaliana] 



31381 



Seq. No. r 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221937 . ... 

LIB3165-021-P1-K1-A10 

BLASTX 

g289920 

702 

2.0e-74 

133 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST" score 

E value 

Match length 

% identity 

NCBI Description 



221938 

LIB3165-021-P1-K1-A11 

BLASTX 

g231688 

298 

5.0e-27 

57 

100 

CATALASE ISOZYME 2 >gi_99599_pir S17493 catalase (EC 

1.11.1.6) - upland cotton >gi_184 88_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 

221939 

LIB3165-021-P1-K1-A2 

BLASTX ' 

g487046 

368 

3.0e-35 

130 

62 

photosystem I chain II precursor - wood tobacco 
>gi_407769_dbj_BAA02871_ (D13718) PSI-D1 precursor 
[Nicotiana sylvestris] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 

BLAST score- - 
E value 
Match length 
% identity 
NCBI Description 



221940 

LIB3165-021-P1-K1-A5 

BLASTX 

g289920 

698 

6.0e-74 

133 

97 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221941 

LIB3165-021-P1-K1-A6 

BLASTX 

g4406530 

364 

9.0e-35 

104 

74 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 



221942 



31382 



Seq.- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-021-P1-K1-A8 

BLASTX 

gl66834 

539 

2.0e-55 

134 

75 

(M86720) 
activase 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi_2642155 (AC003000) 



Rubisco activase [Arabidopsis thaliana] 
221943 

LIB3165-021-P1-K1-B11 

BLASTX 

gl352821 

544 

7.0e-56 

103 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221944 

LIB31 65-02 1-P1-K1-B2 

BLASTX 

g2501578 

477 

5.0e-48 

110 

89 

ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_2129913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 


221945 


Seq. ID 


LIB3165-021-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3158474 


BLAST score 


240 


E value 


2.0e-24 


Match length 


70 


% identity 


88 


NCBI Description 


(AF067184) aquaporin 


Seq. No. 


221946 


Seq. ID 


LIB3165-021-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g548653 


BLAST score 


176 


E value 


1.0e-12 


Match length- 


94 


% identity 


45 


NCBI Description 


SOS RIBOSOMAL PROTEIN 



31383 



>gi_541895_pir A53394 ribosomal protein L12.A, chloroplast 

- Arabidopsis thaliana >gi_4 68771_emb_CAA48181_ (X6804 6) 
ribosomal protein L12 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221947 

LIB3165-021-P1-K1-B8 

BLASTX 

gl076724 

554 

3.0e-57 

109 

91 

LHCI-680, photosystem I antenna protein - barley 
>gi_666054_emb_CAA5904 9_ (X84308) LHCI-680, photosystem I 
antenna protein [Hordeum vulgare] 



Seq. No. 221948 

Seq. ID LIB3165-021-P1-K1-B9 

Method BLASTX 

NCBI GI gl00196 

BLAST score 4 94 

E value 4 .0e-50 

Match length 109 

% identity 83 

NCBI Description chlorophyll a/b-binding protein (cab-11) - tomato 

Seq. No. 221949 

Seq. ID LIB3165-021-P1-K1-C12 

Method BLASTX 

NCBI GI g3650033 

BLAST score 155 

E value 3.0e-10 

Match length 81 

% identity 41 

NCBI Description (AC005396) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221950 

LIB3165-021-P1-K1-C7 
BLASTX 

g4105697 - ' 

446 

2.0e-44 

113 

69 

(AF049870) thaumatin-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221951 

LIB3165-021-P1-K1-C9 

BLASTX 

gl777312 

461 

4.0e-46 

118 

74 

(D30622) novel serine/threonine protein kinase [Arabidopsis 
thaliana] 



31384 



LjU 



Qpn , Mo _ 

**J * Li V-/ » 


221952 


Spa TP) 


LIR31 65-021- PI -Kl-Dl 


L1C LI lUH 


BLASTX 


NCBI GI 


gl354515 


BLAST score 


369 


F, va 1 no 

Hi V CI X uc 


2 . Oe-35 


na Lull xciiy lii 


139 

X »J Zf 


o 1UC11LX Ly 


57 


NCBI DescriDtion 


(U55837) carbonic anhydrase [Populus treniula x Populus 




t" Tpmn 1 ni Hp*? 1 


Seq. No. 


221953 




LIB31 65-02 1-P1-K1-D2 

JJ1UJX V J \J X X> J. IV X 


Method 


RT.ASTX 




yi jjtOt.1 




510 


Hi V CI X IXC 


7 . Oe-52 


Match length 


100 


% identity 


96 




RIBULOSE BIS PHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 


(RHRTSfO SMALL SURUNIT) >ai 279581 nir RKCNSU 

^ X\L' LJ J. kJ L*L» kJl IJTlXJXJ kJ Lf XJ U Li X i / ZJ 1 *r -J \J J- c k^r \J 




ri hnl ncip-hi <?nhn«;nhatp rsrhoxvlase ( EC 4.1.1.39) small chain 




Drecursor - iiDland cotton >ai 450505 emb CAA38026 (X54091) 




T - *i hn 1 n«3 p Vii ^nhnsnhafp rarhoxvlase rGossvoiuin hirsutism! 


Cpri Nn 


221954 


Sea ID 

i_) ~ LJ • X u 


LIB31 65-02 1-P1-K1-D3 

xj x. xj x. \j b ^ x x> -lx ^ 


Mat - H nH 
l ie n il>h 


RT.ASTX 


NCBI GI 


gl354515 


BLAST score 


274 


F V3 1 np 

Hi Vol IXC 


3.0e-24 


Mafph 1 ^no"f~Vi 

L I CI LU11 -LCllLjLll 


134 


o xuciiLi Ly 


48 


NCRT Dpsrrintion 


(U55837) carbonic anhvdrase TPoduIus tremula x Pooulus 




f rPTiin 1 ni Hp^ 1 

L. X ClllUXUXUC O j 


Sea No 


221955 


Spa ID 


LIB31 65-02 1-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g2317910 


BLAST score 


340 


F 1 11^ 
Hi V d X L1C 


6 . 0e-32 


Ma+rh 1 n rr"t~ Vi 
rid iLii xcnyLii 


130 

X J V 


o iUCllLlLy 


48 


INLDl UCOUIl^LlUll 


(nfi9959) CERl nrotein TArabidoDsis thalianal 


Sea No 


221956 


Spa TD 

OCLj • X LJ 


LIB31 65-02 1-P1-K1-D5 

XJ X. LJ >J X W J- t X XV JL l~t *J 


Method 


BLASTX 


NCBI GI 


g4538959 


BLAST score 


436 


E value 


3.0e-43 


Match length 


120 


% identity 


72 


NCBI Description 


(AL049488) putative protein [Arabidopsis thaliana] 


Seq. No. 


221957 



31385 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method * 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq._ ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-021-P1-K1-D6 

BLASTX 

g289920 

704 

1.0e-74 

133 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

221958 

LIB3165-021-P1-K1-D8 

BLASTX 

gl31399 

214 

1.0e-17 

87 

55 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 

TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277_pir S00411 

photosystem II 10K protein precursor - potato 
>gi_21489_emb_CAA28450_ (X04753) ST-LS1 protein [Solanum 
tuberosum] 

221959 

LIB3165-021-P1-K1-D9 

BLASTX 

gl21353 

4 43 

5.0e-44 

115 

76 

GLUTAMINE SYNTHETASE LEAF ISOZYME PRECURSOR (ISOZYME DELTA) 

(GLUTAMATE-AMMONIA LIGASE) >gi_68596_pir AJFBQD 

glutamate — ammonia ligase (EC 6.3.1.2) delta precursor, 
chloroplast - kidney bean >gi_21005_emb_CAA31234_ (X12738) 
GS precursor protein [Phaseolus vulgaris] 

221960 

LIB3165-021-P1-K1-E1 

BLASTX 

g231496 

313 

3.0e-36 

87 

92 

ACT IN 58 >gi_100421_pir S20094 actin - potato 

>gi_21536_emb_CAA39278_ (X55749) actin [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
%• identity 



221961 

LIB3165-021-P1-K1-E12 

BLASTX 

gl20669 

497 

2.0e-50 

99 

93 



31386 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

221962 

LIB3165-021-P1-K1-E3 

BLASTX 

gll5833 

419 

3.0e-41 

117 

71 

CHLOROPHYLL A-B BINDING PROTEIN CP24 10A PRECURSOR 

(CAB-10A) (LHCP) >gi_100195_pir S11877 chlorophyll 

a/b-binding protein CablOA - tomato >gi_170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 

221963 

LIB31 65-02 1-P1-K1-E5 

BLASTX 

gl352821 

597 

4.0e-62 
111 

98' 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221964 

LIB3165-021-P1-K1-E6 

BLASTX 

g3047064 

359 

4.0e-34 

134 

61 

(AF058825) contains similarity to peptidyl-prolyl cis-trans 
isomerase (Pfam: pro_isomerase . hmm, score: 23.86 and 28.41 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221965 

LIB3165-021-P1-K1-E8 

BLASTX 

gl352821 

615 

3.0e-64 

122 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
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ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
^Method 
^NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



221966 

LIB3165-021-P1-K1-F11 

BLASTX 

gl25576 

625 

2.0e-65 

123 

98 

PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE) (PRKASE) 

(PRK) >gi_99744_pir S16583 phosphoribulokinase (EC 

2.7.1.19) precursor - Arabidopsis thaliana 
>gi_16441_emb_CAA41155_ (X58149) Ribulose-5-phosphate 
kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221967 

LIB3165-021-P1-K1-F2 

BLASTX 

gl707943 

613 

6.0e-64 

126 

94 

GLUC0SE-1-PH0SPHATE ADENYLYLTRANSFERASE SMALL SUBUNIT 
PRECURSOR 1 (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) {AG PAS E B) (ALPHA-D-GLUCOSE-1-PHOSPHATE 

ADENYL TRANSFERASE) >gi_541977_pir S41293 

glucose-l-phosphate adenylyltransf erase (EC 2.7.7.27) - 
fava bean >gi_440593_emb_CAA54259_ (X76940) ADP-glucose 
pyrophosphorylase [Vicia faba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 



221968 

LIB3165-021-P1-K1-F3 

BLASTX 

gl352821- 

616 , 

3.0e-64 

124 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221969 

LIB3165-021-P1-K1-F6 

BLASTX 

g3914940 

423 

1.0e-41 

140 

64 

SEDOHEPTULOSE-1, 7-BISPHOSPHATASE CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1,7) P2ASE) 
>gi_2529376 (L7 6556) sedoheptulose-1, 7-bisphosphatase 
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[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



221970 

LIB3165-021-P1-K1-F8 

BLASTX 

g285317 

307 

4.0e-28 

103 

65 

dihydrolipoamide dehydrogenase 



(EC 1.8.1.4) - garden pea 



221971 

LIB3165-021-P1-K1-F9 

BLASTX 

gl352821 

546 

4.0e-56 

104 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221972 

LIB3165-021-P1-K1-G1 

BLASTX 

g68200 

467 

8.0e-47 

127 

76 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chlproplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 

221973 

LIB3165-021-P1-K1-G10 - 

BLASTX 

gl709651 

450 

7.0e-45 

139 

65 

PLASTOCYANIN A 
plastocyanin a 
>gi_92981 3_emb_CAA 90564 
nigra] 



PRECURSOR >gi_2117431_pir S58209 

precursor - black poplar 

(Z50185) plastocyanin a [Populus 



221974 

LIB3165-021-P1-K1-G2 

BLASTX 

g3451463 

240 

3.0e-20 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



126 
40 

(AL031349) hypothetical protein [Schizosaccharomyces pombe] 
221975 

LIB3165-021-P1-K1-G3 

BLASTX 

gl781348 

286 

1.0e-25 

71 

75 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 

221976 

LIB3165-021-P1-K1-G5 

BLASTX 

g81850 

417 

5.0e-41 

86 

99 

histone H3 (clone pH3c-l)"- alfalfa (fragment) 
>gi_829279_emb_CAA31967_ (X13676) histone H3 (AA 1-120) 
[Medicago satiya] 

221977 

LIB3165-021-P1-K1-G6 

BLASTX 

g68200 

566 

2.0e-58 

139 

82 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 

221978 

LIB3165-021-P1-K1-G7 

BLASTN 

gl8511 

377 

0. 0e+00 

409 

98 

G.hirsutum light regulated unknown reading frame DNA 
221979 

LIB3165-021-P1-K1-G8 

BLASTX 

g4049399 

160 

7.0e-ll 

108 

33 
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NCBI Description 



(Y09581) FR02 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. ... 

Seq. ID 

Method. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221980 

LIB3165-021-P1-K1-G9 

BLASTX 

g4406530 

341 

4.0e-32 

104 

71 

(AF126870) rubisco activase [Vigna radiata] 
221981 

LIB3165-021-P1-K1-H1 

BLASTX 

g2252824 

211 

3.0e-17 

86 

56 

(AF013293) No definition line found [Arabidopsis thaliana] 
221982 

LIB3165-021-P1-K1-H11 

BLASTX 

gl352821 

605 

5.0e-63 

113 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221983 

LIB3165-021-P1-K1-H3 

BLASTX 

g2564237 

440 

1.0e-43 

103 

78 

(Y10112) omega-6 desaturase [Gossypium hirsutum] 
221984 

LIB3165-021-P1-K1-H5 

BLASTX 

g3914605 

517 

1.0e-52 

121 
83 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase - 
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annlp tree >ai 415852 emb CAA79857 (Z21794) 




ribulose— 1 . 5-bisohosDhate carboxvlase/oxvoenase activase 




r Mai us domes t ica 1 


Seq. No. 


221985 




LIB31 65-02 1-P1-K1-H7 

XJ X XJ 1 *J -L. \J \> X 1> X 1 V J. 11/ 


Method 


RLA^TX 


NCRT (IT 

INv-Dl OX 


a3914603 


BLAST score 


358 


E value 


4.0e-34 


Match length 


88 


% ."i Hpnt" "i t~ v 


77 


IN O J. UCOUll^UXUlI 


RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 


PRECURSOR (RUBISCO ACTIVASE) >ai 1778414 (U74321) 




r ibulose— 1 . 5— bi SDhosohat e carboxvlase/oxvoenase activase 




rOrv7fl sa1""ival 

L vX y £*Q. OQLX VQJ 


Sprr No 


221986 


C! /™t T Pj 
JCI^i XL/ 


LIB3 165-021- PI -K1-H8 


Mpf hoH 


BLASTX 


NCBI GI 


g973313 


BLAST score 


549 


P \/a 1 HP 
£j v a X LIC 


2.0e-56 


l la L. 1 1 icily lii 


113 




91 


NPRT Dp^rri nt" i nn 

IN^Ol L/ C O L« X X £S i LU11 


(O30?50) mvn-inositol 1— nhosnhatp <5vnthase isozvme — 2 




T A Tab i Hone; i <s 1"ha1 lanal 

L ni QUXUUL*OXO LllClXXClllClJ 


O C L£ • IN L/ • 


221987 


q P rr TD 

O C ^ • XL/ 


LIB3165-022-P1-K1-A10 

J_l X XJ >JXV^ \J L~ XX IV X IX X L/ 


Method 


BLASTX 


NCBI GI 


g2980770 


RT.A9T qrnrp 


165 


P T7"3 1 IIP 
Hi V d X L1C 


2 . Oe-11 


HaLL* 11 XC11LJL.11 


51 


% "i Hpnt" i i~ v 


59 




( AT .09 ^9 ^ 1 QR) nni-af i vp nrntpi n Icinasp f Arahi Hods "is fhalianal 


Seq. No. 


221988 


Seq. ID 


LIB3165-022-P1-K1-A12 - - 


Method 


BLASTX 


NCBI GI 


gl00200 


BLAST score 

XJ J— 111 Jl O \— * \J X ^ 


352 


P. va 1 np 

Hi V CI X L1C 


2.0e-33 


ria luii xciiLjL,ii 


99 


5t "i Hpnt* i t* v 

o XUCilLXLy 


70 


NCRT Dpscr* *i nt" i on 


chl nrnnhvl 1 a /b— hi nHi nn nrofpi n 1" vnp T nrppnrsor — 1"OTna1~o 

LiixuxL'^/iiy xx a / kj uxi ilx xiivj px vtcxu i— jr y c x ^ icvyUioux l> wiilq l> 


Sea No. 


221989 


Seq. ID 


LIB3165-022-P1-K1-A3 

xj x xj x \j *j v/£>£> xx x\ x n ^ 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


645 


E value 


1.0e-67 


Match length 


119 


% identity 


99 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
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(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



oeq. wo. 


991 QQO 


Cart T Pi 

oeq. ±u 


T.TR^I fi^-D99-Pl -K1 -AS 


K^/-\ 4- V» 

rie tnou 


Dl_J.rt.L_5 i. /\ 


MPT5T 
1NL/DX oJL 


rrl fi^^Ofi Q 


DT S CT o o /*> y* - o 

Diinoi scoive 




Hi V dl LiC 






O _7 


% identitv 


63 


NCBI Description 


(D90911) hypothetica 


Seq. No. 


221991 


Seq, ID 


LIB3165-022-P1-K1-A7 


Method 


BLASTX 


NCBI .GI 


gl25578 


BLAST score 


341 


E value 


4.0e-32 


Match length 


99 


% identity - 


68 


NCBI Description 


PHOSPHORIBULOKINASE 



(PRKASE) 



(PRK) >gi_167266 (M73707) phosphoribulokinase 
[Mesembryanthemum crystallinum] 



Seq;- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq.. ID 
Method 
NCBI GI 
BLAST score. 
E value 



221992 

LIB3165-022 :: P1-K1-A9 

BLASTX 

g2218141 

294 

1.0e-26 

112 

51 

(AF004914) E8 protein homolog [Lycopersicon esculentum] 
221993 

LIB3165-022-P1-K1-B1 

BLASTX • 

gl352821 

412 

l.Oe-40 

83 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

221994 

LIB3165-022-P1-K1-B12 

BLASTX 

gll9150 

631 

4.0e-66 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



124 
95 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_82081_pir S10507 translation elongation factor eEF-1 

alpha chain - tomato >gi_19273_emb_CAA32618_ (X14449) EF 
1-alpha (AA 1-448) [Lycopersicon esculentum] 
>gi_295810_emb_CAA37212_ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] 

221995 

LIB3165-022-P1-K1-B5 

BLASTX 

g289920 

704 

1.0e-74 

134 

97 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221996 

LIB3165-022-P1-K1-B6 

BLASTX 

gl31392 

291 . * 

2.0e-33 

105 

70 

OXYGEN-EVOLVING ENHANCER PROTEIN 2 PRECURSOR (OEE2) (23 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81479_pir S00005 photosystem II oxygen-evolving 

complex protein 2 precursor - spinach 
>gi_21265_emb_CAA29055_ (X05511) 23 kDa OEC protein 

[Spinacia oleracea] >gi_225596_prf 1307179A luminal 

protein 23kD [Spinacia oleracea] 

221997 

LIB3165-022-P1-K1-B7 

BLASTX 

g2499710 

623 

4 .Oe-65 

132 

84 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_1438075 (L33686) phospholipase D [Ricinus communis] 

221998 

LIB3165-022-P1-K1-B8 

BLASTX 

g2281633 

189 

2.0e-20 

135 

51 

(AF003097) AP2 domain containing protein RAP2 . 4 
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[Arabidopsis thaliana] 



Seq. No. 


221999 


Seq. ID 


LIB3165-022-P1-K1-B9 


Mot - h^<H 




MPOT fl T 




DT ACT 1 c r<A ro 

dlhji score 


J fl D 


i-i v d x uc 


X • VJ C J6 


lYldCCO j.cnyuii 


1 1 Q 


ft i Hpnl" *i 1* u 

D XUC11L.XL.V 


62 


NPRT np«!rri nf i on 


fAF , 19fifi7fM rnhi apti vp. c*p 1" Vi nnp. r^Hi Afp 1 
^ ni j_ ^ vj u / w ^ x Lii^-L ql>lx vaoc [ v xuiia j. aux a lo j 


JC^i IN ^ * 


999D00 


Seq. ID 


LIB3165-022-P1-K1-C1 


Method 


BLASTX 


MPOT r*T 
IN \* D X Ul 


y o 


dlhoi score 


DU 1 


E value 


1 . Ue Kic. 


Ma'ccn length 


"\ ~~\ "7 
11 / 


% identity 


Q ^ 


lnudi uescription 


\ij\jf±±y) cnioropnyn h/d oinainy proiein Loossypium 




h i >^ c n 1" 1 1 rr> 1 
IlirbUL UIll J 


Seq. No. 


222001 


Seq. ID 


LIB3165-022-P1-K1-C10 


Tuf 4— V% 

i v ie Lxiou 


DT AQTY 




rrl OO A ^9 1 
gz fi 1 


dLiAo i score 


1 7Q 

i / y 


tit ValUc 


ft ■ ue i o 


jyiaucn lengtn 


i no 


% identity 


A 9 




I AT. 0 9 9 09^ ^ out* ^ t* i xrf* rrro'hfa'in r Arahi Hnn<? ic* •pri^li^n^l 


oeq . ino . 


9 9 9 flH9 


Con td 


T.TR^I fi c t-ri99-Pl -K1 -PI 9 


Mot" Vi <^\/H 


DXxriO J. /V 


MPDT CT 
INV^Dl ol 


jiDiu f 


BLAST 'score 


291 


E value 


3.0e-26 


Ma +■ oVi 1 /art frt* 
IXldLCIl XfcJIiyUIl 


luJ - - - 


t> luenuity 


£9 


lN^Di uescription 


H.1 c D I LN 1 rlrio Hi orliYUYiH. ^nH-llN/ ^nljUr\Ulr IxHo 1 r KJjCUr\.OL/l\ 




>*yx d / oou lvxx it win i o n > lxciiio^jvjxl xiiy ni r oyiiLiiaoc 




j . d . i . jf* j yanuna cnain precurbor, cnioropidat conuinjn 








^ydllUUa bUIJUIll t J [LNxCOL.la.llci LdOclCUiUJ 


Oc^. LNU • 


999nn^ 

C. £. £. \J \J O 




T.TR^I fiS-099-PI -PCI -CO 
Liio ji vj ..j \j c cx rvx 


Method 


BLASTX 


NCBI GI 


g4103324 


BLAST score 


367 


E value 


8.0e-37 


Match length 


88 


% identity 


93 


NCBI Description 


(AF022716) GDP-mannose pyrophosphorylase [Solanum 




tuberosum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222004 

LIB3165-022-P1-K1-C4 

BLASTX 

gl666234 

324 

4.0e-30 

66 

95 

(U76193) actin [Pisum sativum] >gi_1724143 (U81049) actin 
[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222005 

LIB3165-022-P1-K1-C5 

BLASTX 

g4510354 

166 

1.0e-ll 

70 

50 

(AC006921) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222006 

LIB3165-022-P1-K1-C8 

BLASTN 

g3510339 

34 

1.0e-09 

157 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K3K7, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222007 

LIB3165-022-P1-K1-C9 

BLASTX 

g!172664 

265 

4.0e-23 

56 

93 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_419791j?ir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_2984 82_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



222008 

LIB3165-022-P1-K1-D10 
BLASTX 
-g3024020 
620 

8.0e-65 

124 

94 



31396 



NCBI Description 



INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222009 

LIB3165-022-P1-K1-D12 

BLASTX 

g2735766 

181 

3.0e-13 
118 

37 

(AF008652) MADS transcriptional factor; STMADS11 [Solanum 
tuberosum] 

222010 

LIB3165-022-P1-K1-D2 

BLASTX 

g4618I2 

333 

4.0e-31 

114 

50 

CYTOCHROME P4 50 72 (CYPLXXII) (PROBABLE 

GERANIOL- 10- HYDROXYLASE) (GE10H) >gi_l 67484 (L10081) 

Cytochrome P-4 50 protein [Catharanthus roseus] 

>gi_445604_prf 1909351A cytochrome P450 [Catharanthus 

roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



222011 

LIB3165-022-P1-K1-D6 

BLASTX 

gl362017 

179 

4.0e-13 

78 

51 

zinc finger protein 4 



- Arabidopsis thaliana >gi_790679 



(L39-64 7) zinc finger protein [Arabidopsis thaliana] 
222012 

LIB3165-022-P1-K1-D8 

BLASTX 

g3738261 

209 

1.0e-16 

52 
85 

(AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 

222013 

LIB3165-0 ( 22-Pl-Kl-D9 

BLASTX 

gl352821 

580 

4.0e-60 



31397 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



108 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222014 

LIB3165-022-P1-K1-E1 

BLASTX 

gll3240 

129 

1.0e-10 

60 
62 

ACTIN 2 >gi_71636_pir ATRZ2 actin 2 - rice 

>gi_20329_emb_CAA33873_ (X15864) actin [Oryza sativa] 

222015 

LIB3165-022-P1-K1-E11 

BLASTX 

gll9931 

382 

7.0e-37 
109 

69 ' ■ 

FERREDOXIN I PRECURSOR >gi_6574 0_pir FEPM1 ferredoxin 

[2Fe-2S] I precursor - garden pea >gi_169087. (M31713) 
ferredoxin I precursor [Pisum sativum] 

222016 

LIB3165-022-P1-K1-E2 

BLASTX 

gl352821 

520 

4;0e-53 

102 * 5 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq.. 'ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222017 

LIB3165-022-P1-K1-E4 

BLASTX 

gll68411 

154 

4.0e-10 

72 

4 9 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 



Seq. No. 
Seq. ID 



222018 

LIB3165-022-P1-K1-E5 



31398 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ■ 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4406530 

351 

3.0e-33 

94 

77 

(AF126870) 



rubisco activase [Vigna radiata] 



222019 

LIB3165-022-P1-K1-E6 

BLASTX 

gl769905 

390 

7.0e-38 

96 

77 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex 
[Arabidopsis thaliana] 



(OEC) 



222020 

LIB3165-022-P1-K1-E7 

BLASTX 

g2829892 

219 

9.0e-18 
109 

(AC002311) putative pectinesterase [Arabidopsis thaliana] 
222021 

LIB3165-022-P1-K1-E9 

BLASTX 

g3776572 

344 

2.0e-32 . 
99 

70 . 

(AC005388) ESTs gb_R65052, gb_AA712146, gb_H76533, 
gb_H76282, gb_AA650771, gb_H76287, gb_AA650887, gb_N37383, 
gb_Z29721 and gb_Z2 9722 come from this gene.- [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI..GI 



222022 

LIB3165-022-P1-K1-F1 

BLASTX 

gl354517 

175 

1.0e-12 

39 

85 

(U55838) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 

222023 

LIB3165-022-P1-K1-F10 

BLASTX 

gl724102 



31399 



BLAST score 


277 


E value 


6.0e-25 


Match length 


63 


% identity 


87 


NCBI Description 


(U79766) S-adenosyl-L-homocystein hydrolase; SAH 




[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222024 

LIB3165-022-P1-K1-F12 

BLASTX 

g2129651 

558 

2.0e-57 

139 

77 

myosin heavy chain ATM2 
>gi_4 9904 5_emb_CAA8 4 0 6 5_ 
thaliana] 



- Arabidopsis thaliana (fragment) 
(Z34292) myosin [Arabidopsis 





Seq. No. 


222025 




Seq. ID 


LIB3165-022-P1-K1-F2 


y s 


Method 


BLASTX 




NCBI GI 


gl439609 


=P 


BLAST score 


321 




E value 


1.0e-29 


M= 


Match length 


79 . 




% identity 


80 




NCBI Description 


(U62778) delta-tonoplast intrinsic protein [Gossypium 
hirsutum] 



Seq. No. 


222026 


Seq. ID 


LIB3165-022-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl514977 


BLAST score 


37 5 


E value 


2.0e-36 


Match length 


93 


% identity 


74 


NCBI Description 


(D84669) VM23 [Raphanus sativus] 


Seq. No. 


222027 


Seq. ID 


LIB3165-022-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gll99772 


BLAST score 


298 


E value 


5.0e-27 


Match length 


123 


% identity 


55 


NCBI Description 


(D83226) extensin like protein [Populus 



>gi_1199774_dbj_BAA11855_ (D83227) extensin like protein 
[Populus nigra] 



Seq.. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



222028 

LIB3165-022-P1-K1-F9 

BLASTX 

g20729 

444 



31400 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-44 

123 
74 

(X15190) precursor (AA 



-68 to 337) [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



222029 

LIB3165-022-P1-K1-G10 

BLASTX 

g430947 

420 

2.0e-41 

104 

81 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

222030 

LIB3165-022-P1-K1-G11 

BLASTX 

gl709846 

312 

1.0e-28 

129 

47 . - 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR >gi_706853 (U04336) 
22 kDa component of photosystem II [Lycopersicon 
esculentum] 

222031 

LIB3165-022-P1-K1-G12 

BLASTX 

gl31399 

547 

3.0e-56 

129 

82 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 

TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277jpir S00411 

photosystem II 10K protein precursor - potato 
>gi_21489_emb_CAA28450_ (X04753) ST -LSI- protein {Solarium 
tuberosum] 

222032 

LIB3165-022-P1-K1-G3 

BLASTX 

g3913661 

296 

8.0e-27 

80 

70 

FERREDOXIN B (FD B) >gi_322807_pir S28199 ferredoxin 

[2Fe-2S] B - giant taro >gi_264 602_bbs_123934 ferredoxin B 
isoprotein, Fd B [Alocasia macrorrhi-za^elephant ear, 
Schott, Peptide, 98 aa] 

222033 

LIB3165-022-P1-K1-G4 



31401 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI De s cr ip t i on 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score* 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTX 

gl66834 

170 

2.0e-12 

39 

74 

(M86720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 

222034 

LIB3165-022-P1-K1-G5 

BLASTX 

g228403 

625 

2.0e-65 

138 

90 

glycoiate oxidase [Lens culinaris] 
222035 

LIB3165-022-P1-K1-G7 

BLASTX 

g289920 

346 

1.0e-32 

120 

62 

(L07119) chlorophyll A/B binding protein -{Gossypium 
hirsutum] 

222036 

LIB3165-022-P1-K1-G8 

BLASTX 

g886100 

559 

1.0e-57 

124 

86 

(XJ27347) putative water channel protein; plasmalemma: 
intrinsic protein; similar to Arabidopsis Pip2a gene 
product, PIR Accession Number S44084 [Glycine max] 

222037 

LIB3165-022-P1-K1-G9 

BLASTX 

gl354515 

314 

6.0e-29 

138 

51 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 

222038 

LIB3165-022-P1-K1-H11 
BLASTX 



31402 



NCBI GI 

BLAST score 

E value " , ' 

Match length 

% identity 

NCBI Description 



gll9905 
662 

1.0e-69 

135 

90 

FERREDOXIN — NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 

>gi_81898_pir S04030 ferredoxin — NADP+ reductase (EC 

1.18.1.2) precursor - garden pea >gi_20722_emb_CAA30978_ 
(X12446) ferredoxin-NADH+ reductase preprotein (AA -52 to 

308) [Pisum sativum] >gi_226545_prf 1601517A ferredoxin 

NADP reductase [Arachis hypogaea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222039 

LIB3165-022-P1-K1-H3 

BLASTX 

g3850111 

240 

3.0e-20 

112 

42 

(AL033388) hypothetical integral membrane protein, putative 
involvement in lipid metabolism [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222040 

LIB3165-022-P1-K1-H6 

BLASTX 

gl352821 

577 

1.0e-60 

118 

92 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222041 

LIB3165-022-P1-K1-H7 
BLASTX , _ 

gl352821 
558 

2.0e-57 

112 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1. 39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



222042 

LIB3165-023-P1-K1-A1 

BLASTN 

g2656026 

60 

5.0e-25 



31403 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length' 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



188 
83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDF20 

222043 

LIB3165-023-P1-K1-A12 

BLASTX 

gl352821 

743 

3.0e-79 

138 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

{RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222044 

LIB3165-023-P1-K1-A2 

BLASTX 

g400198 

217 

2.0e-17 

85 

55 

PHOTOSYSTEM II 5 KD PROTEIN PRECURSOR (PSII-T) 
(LIGHT-REGULATED UNKNOWN 11 KD PROTEIN) 

>gi_99604_pir S21023 hypothetical protein - upland cotton 

>gi_1361978_pir A57500 photosystem II protein psbT - 

upland cotton >gi_18512_emb_CAA38027_ (X54092) unknown 
reading frame [Gossypium hirsutum] 

222045 

LIB3165-023-P1-K1-A4 

BLASTX 

g289920 

211 

9.0e-22 . - 

99 

66 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

222046 

LIB3165-023-P1-K1-A6 

BLASTX 

g3776572 

168 

8.0e-12 

131 

46 

(AC005388) ESTs gb_R65052, gb_AA712146, gb_H76533, 
gb_H76282, gb_AA650771, gb_H76287, gb_AA650887, gb_N37383, 
gb_Z29721 and gb_Z29722 come from this gene. [Arabidopsis 
thaliana] 





222047 


Seq. ID 


T TU^1 £R_n9*3-P1 —W\ -A7 
LlDJlDJUZJclIMn / 




DXirlO 1 /v 


NCBI GI 


g3335350 


BLAST score 


265 


P 1 T7a 1 no 
£j Vdl UC 


^ 0^-9*3 


\A af rtW 1 « rt +■ V* 

rJatcn ieng in 


1 1 Q 
117 


» T Q T** ^ T ^ t T 

t> laentiLy 


O J. 


MPR T Hocrri -f- -i on 
LN w D X UcaLIX^LiUii 


(APDOdM 9\ q-iTTii 1 to ah 784*386 anthrani lat p 


M-h\7/Hrnv\;r ,, i nnamni/1 /V"\»n francforaco f rnm rii anrhiiQ 
IN llyUL UA yL>±ilIlCllLLUy i. / ucii£<uyjL UlallSXCi.aOC X J- Will UiailLllUO 




a t"\7/^t^V^ \7 1 1 nc r A k a W n HnnQ i q f ha 1 i anal 
ud X y ULyiiy x x. LI o • [niauiuupoio Liiai laiia j 


o e q * in o . 


99904 ft 


Seq. ID 


LIB3165-023-P1-K1-A9 


Method 


BLASTX 


MpDT (IT 
IN D X \JX 




oijr\o i score 




hi value 


D . ue jj 


M a ^ r>K "1 o T"i it "t~ V"i 
LYla. T- CO J-Cliy L.J1 


X u / 


i 4 rt n ^ n ^ If 

$ xaenuiiiy 




jnLdI Description 


IHr IZDO / U J LUUlSCO aCtlvabc L v iyna IdUlaLaJ 


OcCj. NO. 




beq. id 


T TR^1 — 09^- Pi — TM — R1 
LIdjIoj UtJ rl M Dl 


Method 


BLASTX 


NCBI GI 


g544437 


DT ACT c: r^y a 


"3 ft 6 


Ci Value 


z . ue -j / 


Match length 


QO 


2- -1 l-J ■fl 1 

•© luciiLiuy 


ft *3 

O J 


iN^Di uescripLion 


PT HTATH THMF PFROYT na^F HPiMOT.PjP, ( ^ AT.T — A 9 ^OPT ATFD PROTFTN^ 




*>rH 9Qfi? c ift eimbi PAA4701R fXfifi* : i77^ PTT-^AP rPii-rn<5 qi npnsi r1 


Qprr No 

kj ^ VJ # Li \J • 


222050 


Seq. v ID 


-LIB3165-023-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3183454 


BLAST score 


247 


E value _ 


-5.0e-21 


Match length 


110 


% identity 


45 



NCBI Description 



HYPOTHETICAL 30.7 KD PROTEIN IN MCPC-KINA INTERGENIC REGION 
>gi_2632217_emb_CAA10859_ (AJ222587) YkwC protein [Bacillus 
subtilis] >gi_2 633767_emb_CAB13269_ (Z99111) similar to 
3-hydroxyisobutyrate dehydrogenase [Bacillus subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222051 

LIB3165-023-P1-K1-B11 

BLASTX 

gl31399 

520 

5.0e-53 

128 

79 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 
TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi 82277_pir S00411 



31405 



photosystem II 10K protein precursor - potato"* 
>gi_21489_emb_CAA28450_ (X04753) ST-LS1 protein [Solanum 
tuberosum] 



O C (-j . IN \J • 


222052 

c* c. c \j *j 


beq. lu 


T TR^1 fiS-097-PI -K1 -R? 
JjIDjxuj j ri x\x d -> 




OXxnO X A. 


MpDT (IT 


a4415908 


tsJUH.o i score 




Hi vaxue 


J. Uc 4 / 


Mat-oH 1 onni" Vi 
rJaLCn XcliyLIl 


1 0 9 r 


"b identity 


R 7 


inudj. uesciiptioii 


( ZXPfiOf^f^ "1 nnVnnwn nrnfpi n f ArAhH finn*?i s thaliana 1 


Seq. No. 


222053 


oeq . ±u 


T.TR71 fi5-027-Pl-Kl-R6 


\A 4"* V% 

jxie Lfioa 






rr9 fi QQ90 


0L1H.0 1 score 


7 1 1 

J X X 


E value 




Matcn xengun 


1 7fi 


"i^OTl't"Ti - \7 


97 


incdx uescripiioii 


fTn711Q*t oh 1 nrnnhul 1 A / R Hi nrH no nirot* p "i n f Go*""* s voium 




hirsutum] ^ . 


C a n Mo 

0 e q . in 0 * 


99 90 

£ U .J 1 


oeq. iu 


t td^i fiR— D97— Pi -K1 — RQ 

LlDJlOJ \J£.0 tX I\X DJ 


Method. 


RT LCTY 


JNVwol *jX 


a A. A 1 R Qfift 


Dij/io 1 score 


9SR 

t JO 


1j ValUc 


9 fl^-99 




63 




81 


NPRT Dpspti nt - i on 


(AC006282) unknown protein [Arabidopsis thaliana] 


Seq. No. 


222055 


Seq. ID 


LIB3165-023-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3402684 


BLAST score 


402 - - - - • - 


E value 


3.0e-39 


Match length 


114 


% identity 


52 


NCBI Description 


(AC004 697) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222056 

LIB3165-023-P1-K1-C12 

BLASTX 

gll68411 

385 

9.0e-44 

122 

82 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 



Seq. No. 
Seq. ID 



222057 

LIB3165-023-P1-K1-C2 



31406 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3023752 

237 

6.0e-20 

95 

58 

FERREDOXIN I PRECURSOR >gi_14 18982_emb_CAA99756_ 
ferredoxin-I [Lycopersicon esculentum] 



(Z75520) 



222058 

LIB3165-023-P1-K1-C3 

BLASTX 

g3913649 

149 

1.0e-15 

83 

58 

FERREDOXIN >gi_404 374_bbs_135503 [2Fe-2S] ferredoxin, 
[2Fe-2S] t'd [Datura stramonium, var. stramonium and var. 
tatula, Peptide, 97 aa] >gi_1174327_bbs_171862 [2Fe-2S] 
ferredoxin [Datura fastuosa, leaves, Peptide, 97 aa] 
>gi_742379_prf 2009392A ferredoxin [Datura stramonium] 

222059 

LIB3165-023-P1-K1-C8 

BLASTX 

g3309086 

375 

8.0e-37 

87 

90 

(AF076253) 
thaliana] 



calcineurin B-like protein 3 [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



222060 

LIB3165-023-P1-K1-D10 

BLASTX 

g2791834 

268 

9.0e-35 

105 

77 

(AF041463) elongation factor 1-alpha [Manihot esculenta] 
222061 

LIB3165-023-P1-K1-D11 

BLASTX 

gll68411 

449 

2.0e-45 

121 

84 

FRUCTOSE-BISPHOSPHATE ALDOLASE,, CHLOROPLAST PRECURSOR 
222062 

LIB3165-023-P1-K1-D12 
BLASTX 
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NCBI GI g3935185 

BLAST score 412 

E value 2.0e-40 

Match length * 137 

% identity 67 

NCBI Description (AC004557) F17L21.28 [Arabidopsis thaliana] 

Seq. No. 222063 

Seq. ID LIB3165-023-P1-K1-D4 

Method BLASTX 

NCBI GI g3201969 

BLAST score 416 

E value 7.0e-41 

Match length 122 

% identity 61 

NCBI Description (AF068332) submergence induced protein 2A [Oryza sativa] 

Seq. No. 222064 

Seq. ID LIB3165-023-P1-K1-D5 

Method BLASTX 

NCBI GI g289920 

BLAST score 647 

E value 6.0e-68 

Match length 124 

% identity 98 

NCBI Description (L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

Seq. No. 222065 

Seq. ID LIB3165-023-P1-K1-D6 

Method BLASTX 

NCBI GI gl488043 

BLAST score 267 

E value 2.0e-23 

Match length 83* 

% identity 67 

NCBI Description (U63784) PAPS-reductase-like protein [Catharanthus roseus] 

Seq. No. 222066 

Seq. ID LIB3165-023-P1-K1-D9- 

Method BLASTX 

NCBI GI g4262239 

BLAST score 395 

E value 2.0e-45 

Match length 143 

% identity 66 

NCBI Description (AC006200) putative membrane transporter [Arabidopsis 
thaliana] 

Seq. No. 222067 

Seq. ID LIB3165-023-P1-K1-E1 

Method BLASTX 

*" NCBI GI g4 17820 

BLAST score 155 

E value 7.0e-27 

Match length 74 

% identity 96 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi_167536 (M59858) 
stearoyl-acyl-carrier protein desaturase [Cucumis sativus] 

222068 

LIB3165-023-P1-K1-E10 

BLASTN 

g3241924 

40 

4 .Oe-13 

147 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNC6, complete sequence [Arabidopsis thaliana] 

222069 

LIB3165-023-P1-K1-E12 

BLASTX 

g32 93031 

452 

4.0e-45 

116 

79 

(AJ007574) amino acid carrier [Ricinus communis] 
222070 

LIB3165-023-P1-K1-E2 

BLASTX 

g4091806 

274 

3.0e-24 

88 

44 

(AF052585) CONSTANS-like protein 2 [Malus domestica] 
222071 

LIB3165-023-P1-K1-E4 

BLASTX 

gl352821 

566 

2.0e-58 

127 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222072 

LIB3165-023-P1-K1-E5 

BLASTX 

g4567202 

456 

1.0e-45 

99 

91 
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NCBI Description** (AC007168) putative myo-inositol 1-phosphate synthase 

[Arabidopsis thaliana] 



Seq. No. 


222073 


oeq. 1L) 


LIOjIOj \J £. D c X A.JL £i / 


Metnoa 


DT 7i CTY 


NCBI GI 


gi d / y djo 


bLiAoi score 


^ 1^ 


E value 


d . ue— I / 


Match length 


y i 


$ luenriuy 


jj 


inudi uescripuion 


IUOj / ydiiuiici y lULaiiiyi uyuiuiaoc 


Seq. No. 


222074 


Seq. ID 


T TTa*a 1 ^R-HO^-Dl — If 1 — TT1 fl 
LIdjIDj j r 1 i\l i JLU 


Method 


DT 7\ CTY 


NCBI GI 


^9 £4 1 £*3Q 


fcj-LAbi score 




E value 


^ . ue-oj 


Match lengtn 


1 4 u 


% identity 


P Q 
o y 


NCBI Description 


(Ae UjZoo j) aij j L^raoiuopsis T.na-Li< 


Seq. No. 


222075 


Seq. ID 


LIB3165-023-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3121825 


BLAST score 


177 


E value 


2.0e-13 


Match length 


87 


% identity 


64 


NCBI Description 


2-CYS PEROXIREDOXIN BAS1 PRECURSOR 



(THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_14 98247_emb_CAA63910_ (X94219) 
basl protein [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222076 

LIB3165-023-P1-K1-F12 
BLASTX 

g2499946 ' - 

143 

4.0e-09 

31 

84 

URIDINE 5 1 -MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5' -PHOSPHATE 
DECARBOXYLASE >gi_747980 (U22260) UMP. synthase [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222077 

LIB3165-023-P1-K1-F3 

BLASTX 

g421826 

182 

2.0e-13 

103 

42 

chlorophyll a/b-binding protein CP29 



Arabidopsis thaliana 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 

222078 

LIB3165-023-P1-K1-F4 

BLASTX 

g2078386 

246 

6.0e-21 

129 

30 

(U96623) glyceraldehyde-3-phosphate-dehydrogenase 
[Selaginella lepidophylla] 

222079 

LIB3165-023-P1-K1-F8 

BLASTX 

gl352821 

579 

6.0e-60 

109 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL' SUBUNIT) >gi_27 9581__pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222080 

LIB3165-023-P1-K1-G5 

BLASTX 

g3860272 

262 

1.0e-4 6 

108 

90 

(AC005824) putative suppressor protein [Arabidopsis 
thaliana] >gi_4314399_gb_AADT5609_ (AC006232) putative skdl 
protein [Arabidopsis thaliana] 

222081 

LIB3165-023-P1-K1-G7 

BLASTX 

g4406530 

231 

3.0e-31 

98 

73 

(AF126870) rubisco activase [Vigna radiata] 
222082 

LIB3165-023-P1-K1-H10 

BLASTX 

gl488043 

235 

1.0e-19 
73 
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% identity 

NCBI Description 



68 

(U63784) PAPS-reductase-llke protein [Catharanthus roseus] 



Seq. No. 


222083 


Cpri ID 


LIB3165-023-P1-K1-H2 


L JC L11UU 


BLASTX 


MfRT (IT 


a3676818 




190 


1_J V CL X W 


2 . 0e-14 




54 


% i Hpnt i t v 


69 


NCBI Description 


(AF091514 ) metalloth 


Seq. No. 


222084 


Seq. ID 


LIB3165-023-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2435518 


BLAST score 


146 


E value 


3.0e-09 


Match length 


80 


% identity 


44 


NCBI Description 


(AF02'4504) contains 



zinc fingers 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222085 

LIB3165-023-P1-K1-H9 

BLASTX 

gl354515 

456 

3.0e-47 

139 

66 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



222086 

LIB3165-024-P1-K1-A1 

BLASTX 

gl20026 

.188 - - 
3.0e-14 
87 
55 

FERREDOXIN PRECURSOR >gi_657 4 6_pir FEQH ferredoxin 

[2Fe-2S] precursor - white campion >gi_21362_emb_CAA26281_ 
(X02432 ) ferredoxin precursor [Silene lati folia ssp. alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222087 

LIB3165-024-P1-K1-A10 

BLASTX 

g2832669 

196 

4.0e-15 
117 
44 " 

(AL021712) hypothetical protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222088 

LIB3165-024-P1-K1-A12 

BLASTX 

g2754849 

585 

1.0e-60 

133 
83 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

222089 

LIB3165-024-P1-K1-A5 

BLASTX 

g3063392 

436 

3.0e-43 
116 

76 

(AB012932) Ca2+/H+ exchanger [Vigna radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222090 

LIB3165-024-P1-K1-A6 

BLASTX 

g4091810 

379 

2.0e-36 

140 

49 

(AF053345) fatty acid elongase 3-ketoacyl-CoA synthase 1 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

<•. 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222091 

LIB3165-024-P1-K1-A8 

BLASTX 

gl352821 

617 

2.0e-64 

120 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581j?ir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222092 

LIB3165-024-P1-K1-B1 

BLASTX 

g20733 

492 

9.0e-50 

122 

77 

(X15188) precursor C-terminal fragment (AA -80 to 367) 
[Pisum sativum] 
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Seq. No. 


222093 


oc^ * x u 


liXDJlUJ \J £. ^1 C X i\X Ol4> 




RLASTN 


NCBI GI 


g3985958 


BLAST score 


37 


R Va 1 IIP 


2 . Oe-11 


M^lrh 1 onrr1~h 

I*1CILL.11 XCllLjL.ll 


49 


o luciiLi uy 




NPRT DpQrrint'inn 


flrahi Hor»«i "i «? 1~hali ana fTpnoTTi "i c DNA . ch TOTno^ome S . Pi rlonp 




M7K11 oomol ofo o ami onpo r&rahi Hoioq i q f ha 1 i anal 
L v luLNX/ t—VJiULJX t- L C DcLjUCiiLc [niauiuupoio LI la XX alia J 


OCl^i IN \J • 


222094 

\J U H 


Corr T PI 

JCV^ • 1 Ls 


T.TR^I 6S-094-P1 -K1 -R2 
jj±d jiu j \jc.*± c -L rvx o^. 


Method 


BLASTX 


NCBI GI 


g70644 


DT ACT cpArp 




E value 




rlatCXl XcilLjL.il 


19^ 

X ^ <J 


* *i (*1 1» r'ri* i i" v/ 
o J-VJCll L J- L. y 


x ^ 


MPDT riocpr i nt 1 "I on 

LNLyOJ- UCDLIXpL. 1U11 


n o "i rri li H n nrenirQ^r — oommon Qnn "F 1 nwp y* / f ra crm^n *t~ ^ 
u.iJXLjLix lxii Lyicuui oui L^Lvimuuii ouiii luwci \ li ayuicii L ^ 




222095 


OCLj > X U 


T tdqi ftR_n?4-P1 -PCI -R^ 

JjIDJIUJ \J C- 1 -! C X IvX DJ 


Method 


■BLASTX 


NCBI GI 


g3242704 






£j ValUc 


9 no- 1 n 


lYiaucn j_eng L.n 




"5 J-LlCil L. -L L.y 




lNL^-DX UcbCripLKJll 


/ ZlPfl n ^ (1 4 fl \ Vi \ tt~\ r\ -J- hofi pal hto'I" o *i t™> r fiyahn HnriQi c fha 1 i ana 1 
\r\\^\J\JO\} t i\J) liy L. 11c L X L,aX piULclll inlaJJlUU^olo Lllallalla J 


O C VJ • LN V^l . 


222096 


Seq. ID 


LIB31 65-024 -P1-K1-B7 


L iC L.11LJL4 


RLASTX 


LiL*Dl OX 


a2129879 




619 


E value 


8.0e-65 


Match length 


117 


x» lucii u x l y 


64 


MPD T Hoopri nf i on 
LNL^Dx UcoCriptlUIl. 


onlor*ooh\r11 a/o — oinoMnn nrnfoi n +■ imo T T nrppn renr 
oiiXL/x utyiiy xx a / kj uiiiuxny ljiulcjlii jji c^ui oui f 




ohot- ncucjf oni T — rranHfan npa *>rri 6f) 9 "3 S Q omh PAAS74 Q9 




/Yftl Q69^ Tunp T T rhl ornnhvl 1 a/h hi nHi nn nrnfpi n "pTnTn 
\ aoi jol / i y ljc xx uiii vi \J n y x x a/ u Jkjxiivuxiiy wlciii i i uiu 




nhnf* oQ\/ct om T rPicnin eaH tnim 1 

L^llLV L. \J O y O L. CILl X L IT XOUill OClLXVLlllLJ 


DC Lj . LNU . 


9990Q7 


Seq. ID 


LI B31 65-024 -P1-K1-B8 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


492 


E value 


7.0e-50 


Match length 


94 


% identity 


99 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222098 

LIB3165-024-P1-K1-B9 

BLASTX 

g3913651 

476 

7.0e-48 

112 

79 

FERREDOXIN — NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 
(FNR) >gi_2225993_emb_CAA74359_ (Y14032) 
ferredoxin — NADP(+) reductase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222099 

LIB3165-024-P1-K1-C2 

BLASTX 

gl352821 

563 

4.0e-58 

107 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222100 

LIB3165-024-P1-K1-C3 

BLASTX 

g421826 

393 

3.0e-38 

120 

63 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222101 

LIB3165-024-P1-K1-C6 

BLASTX 

g4538897 

493 

7.0e-50 

135 

68 

(AL049482) AXllOP-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



222102 

LIB3165-024-P1-K1-C7 

BLASTX 

gl928981 

455 

2.0e-45 

112 

81 
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NCBI Description 



(U92651). tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222103 

LIB3165-024-P1-K1-C8 

BLASTX 

g2754849 

416 

2.0e-45 

120 

80 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222104 

LIB3165-024-P1-K1-C9 

BLASTX 

gl353352 

429 

2.0e-42 

136 

57 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] ' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222105 

LIB3165-024-P1-K1-D10 

BLASTX 

g398992 

432 

8.0e-43 

100 

76 

1-AMINOCYCLOPROPANE-l-CARBOXYLATE OXIDASE (ACC OXIDASE) 
(ETHYLENE-FORMING ENZYME) (EFE) (PROTEIN PTOM13) 

>gi_100205_pir S16591 ethylene-f orming enzyme - tomato 

>gi_19207_emb_CAA41212_ (X58273) 

1-Aminocyclopropane-l-carboxylic acid oxidase [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222106 

LIB3165-024-P1-K1-D11 

BLASTX 

g398992 

452 

4.0e-45 

105 

75 

1-AMINOCYCLOPROPANE-l-CARBOXYLATE OXIDASE (ACC OXIDASE) 
(ETHYLENE-FORMING ENZYME) (EFE) (PROTEIN PTOM13) 

>gi_100205_pir S16591 ethylene-f orming enzyme - tomato 

>gi_19207_emb_CAA41212_ (X58273) 

1-Aminocyclopropane-l-carboxylic acid oxidase [Lycopersicon 
esculentum]' 



Seq. No. 
Seq. ID 



222107 

LIB3165-024-P1-K1-D2 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seql No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2055230 

339 

7.0e-32 

114 

56 

(AB000130) SRC2 [Glycine max] 
222108 

LIB3165-024-P1-K1-D4 

BLASTX 

gl352821 

512 

4.0e-52 

109 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribuiose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222109 

LIB3165-024-P1-K1-D6 

BLASTX , . * 

gl31166 

557 

1.0e-59 

125 
89 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 

(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) >gi_82100_pir S00449 

photosystem I chain II precursor - tomato >gi_170492 
(M21344) photosystem I subunit II protein precursor 

[Lycopersicon esculent urn] >gi_22654 4_prf 1 60151 6A 

photosystem I reaction center II [Lycopersicon esculentum] 

222110 

LIB3165-024-P1-K1-D7 

BLAST N 

g289919 

32 

1.0e-08 

83 

82 

Gossypium hirsutum chloroplast photosystem II chlorophyll 
A/B-binding protein gene, complete cds 

222111 

LIB3165-024-P1-K1-E1 

BLASTX 

gl352821 

574 

2.0e-59 

108 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



31417 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E .value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222112 

LIB3165-024-P1-K1-E12 

BLASTN 

gl8058 

82 

3.0e-38 

270 

83 

Citrus limon cistron for 26S ribosomal RNA 
222113 

LIB3165-024-P1-K1-E2 

BLASTX 

g224293 

410 

3.0e-40 

86 

97 

histone H4 [Triticum aestivum] 
222114 

LIB3165-024-P1-K1-E3 

BLASTX 

gll68408 

627 ' 

1.0e-65 

134 

92 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb_CAA6194 6_ (X89828) 
f ructose-1, 6-bisphosphate aldolase [Pisum sativum] 



Seq. No. 

Seq. ID _ . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222115 

LIB3165-024-P1-K1-E4 

BLASTX 

gll72664 

234 

1.0e-19 

51 

90 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_419791_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_298482_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq-. No. 
Seq. ID 
Method 



222116 

LIB3165-024-P1-K1-E6 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4406530 
311 

1.0e-28 

109 

66 

(AF126870) rubisco activase [Vigna radiata] 
222117 

LIB3165-024-P1-K1-E8 

BLASTX 

g2956690 

176 

1.0e-12 

104 

29 

(AJ223306) 
(AF079800) 



PSBY [Arabidopsis thaliana] >gi_3414 928 
PsbY precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match . length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222118 

LIB3165-024-P1-K1-E9 

BLASTX 

gl730635 

152 

6.0e-10 

103 

38 

HYPOTHETICAL 40.7 KD PROTEIN IN PIK1-P0L2 INTERGENIC REGION 

>gi_2132777_pir S60917 v probable membrane protein YNL264c - 

yeast (Saccharomyces cerevisiae) >gi_1045245_emb_CAA63233_ 
(X92494) ORF N0815 [Saccharomyces cerevisiae] 
>gi_1302321_emb_CAA96171_ (Z71540) ORF YNL264c 
[Saccharomyces cerevisiae] 

222119 

LIB3165-024-P1-K1-F1 

BLASTX 

gl352821 

733 

5.0e-78 

136 - - ' 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222120 

LIB3165-024-P1-K1-F11 

BLASTX 

g4406530 

340 

5.0e-32 

91 

77 

(AF126870) rubisco activase [Vigna radiata] 
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beq. iNO . 


£. c. ± ± 


Seq. lu 


T TR^1 fiCi — 094 — PI — Kl — F4 


Metnoa 


ma cty 
oLiAb 1 A 


NCBI GI 


g3928760 


BLAST score 


322 


E value 




Match length 


1 "31 
1 J 1 


% identity 


fi 

D 0 


nldi uescription 


/ZiRHI 1 7 Q"7 ^ homo 1 orr t" n nla^fiH-l lniH-fl^cjOPifltpH "nyo - ! - ^ i i 




T "i 4~ ■>- 1 1 p nn eK i ill 

LUitrus unsniuj 


oeq. no. 


9991 99 


beq. iu 


T TR^I fi 1 ^ — n94— Pi —Kl — 


Method 


BLASTX 


NCBI GI 


g217909 


OT ACT r-» s** "v- r~\ 

oLAbi score 


fin fi 

DUD 


E value 


j . ue~oo 


Match lengtn 


1 O Q 
1<1 O 


% identity 




NCBI Description 


\U± i tV i i £ i ) yiyCOlaLc OXluaSc LLULurJJlLa bp. J 


beq. wo. 


9991 9*3 


beq. id 


T TR^I fiR— n94— PI -K"1 — Ffi 


Method 


DT TIO TV 


NCBI GI 


g4538944 


BLAST score 


154 


E value 


/) Oci— i n 

ft . Uc 1 u 


Match lengtn 


4 3 


% identity 


D / 


NCBI Description 


/ 7\ T C\ A Q /I Q "5 \ nnf af i tto francpri nf i nn f apf fir* f Jirahi Hnn^ i Q 




thaliana ] 


Cart XT r\ 

beq • lno . 


9991 94 


beq. ID 




Method 


BLASTX 


NCBI GI. 


g2443878 


biiAb i score 


i r fi 


E value 


o . ue if* 


Match lengtn 


oU 


% identity 




NCBI Description 


\rtL/U UZZ i?fl ^ UnKuOWn protein LnidJjlUOpbla LIla.± Idild J 


beq. wo. 


9991 9 R 


Seq. ID 


t tr*5i fic;_n94 — di — Vi — m 

JjIdjIDj Ut*l rl r\l bl 


Mot* hnH 


BLASTX 


NCBI GI 


gll5833 


BLAST score 


507 


E value 


1.0e-51 


Match length 


126 


% identity 


78 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN CP24 10A PRECURSOR 



(CAB-10A) (LHCP) >gi_100195_pir S11877 chlorophyll 

a/b-binding protein CablOA - tomato >gi_170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 



222126 

LIB3165-024-P1-K1-G10 
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neunoa 


dt A CITY 




rtO A QA A 1 K 
y Z H j ft ft X J 


BLAST score 


498 


E value 


2.0e-50 


Match length 


134 




7 6 




FRTTPTn^F-l fi-RT^PHO^PHATA^F rHT.OROPT.ACJT PRFPnR^nR 




/ n-FRnrTO^F-l fi-RT^PHO^PHATF 1 -PH09PH0H YnROT.A^F \ I FRPA QF \ 




>rr*i S1 S747 ^T.^4ft41 ^ f T*nrt"n<!P-1 fi— hi e ?nhr» < ?nhifl i t~ ff^l vri n 
x -L / ^j-i^iuij-/ ii u^luoc J. / u uiopiiuo^iia looc i_oxyv_,xiic 




iuax ] 


O C ^ • INU . 


222127 


Cpn T n 
OcLJ • JLU 


XjXDJXU^J \j £.*t IT X I\X 


Method 


BLASTX 


NCBI GI 


g3377517 






Cj value 


1 • UC JO 


natcn j_enyT.n 


119 


^ XUciiLity 


D / 


lnL/DX uesciipLion 


/7\TrTi'7'5'^^1\ n i *f- r" r» -f- •Hy-anor^/^yhor' KlTTl r Zi r* ah ■! H /-\r^ cio f Kal i anal 
|nE U / jJOi / niLldLc LrallbpOl Lei INiJLiJ. ["i aJJltJOpblb UXla.XJ.aIla J 




£. £- X £. O 


C o rr T H 


Xjxojxo.ju^'xirxi\.xo4 




BLASTX 


NCBI GI 


gl352821 


BLAST score 


596 


E value 


6. Oe-62 


Match length 


119 


% identity 


97 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222129 

LIB3165-024-P1-K1-G5 

BLASTX 

g2129538 

504 

3.0e-51 

105 

91 

AT103 protein - Arabidopsis thaliana >gi_1033195 
AT103 [Arabidopsis thaliana] 



(U38232) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222130 

LIB3165-024-P1-K1-G7 

BLASTX 

g4406530 

335 

2.0e-31 

91 

76 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. ' 222131 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-024-P1-K1-G8 

BLASTX 

g3128217 

244 

9.0e-21 

87 

64 

(AC004077) hypothetical protein [Arabidopsis thaliana] 
>gi_3337374 (AC004481) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222132 

LIB3165-024-P1-K1-H1 

BLASTX 

g558925 

433 

6.0e-43 

123 

70 

(U15778) 
albus] 



geranylgeranyl pyrophosphate synthase [Lupinus 



Seq. No. 

Seq., ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222133 

LIB3165-024-P1-K1-H10 

BLASTX 

gl35282i 

513 

3.0e-52 

125 

82 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222134 

LIB3165-024-P1-K1-H2 - ~ 

BLASTX 

g2501578 

577 

9.0e-60 

122 
96 

ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_2129913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



222135 

LIB3165-024-P1-K1-H3 

BLASTX 

gl061040 

603 

8.0e-63 

127 

85 



31422 



NCBI Description 



(X89867) sterol-C-methyltransferase [Arabidopsis thaliana] 

>gi_1587694_prf 2207220A sterol C-methyltransf erase 

[Arabidopsis thaliana] 



Seq. No. 


222136 


Seq. ID 


LIB31 65-024 -P1-K1-H4 


Method 


BLAST N 


NCBI GI 


g3821780 


BLAST score 


33 


E value* 


5 . Oe-09 


Match length 


48 


% identity 


51 


NCBI Description 


Xenopus laevis cDNA 


Sea No 


' 222137 


Seq. ID 


LIB31 65-024 -PI -K1-H5 


Mpt* hod 


BLASTX 


NCBI GI 


a4467115 




2X3 


Hj V d X, UC 


3 . Oe-21 


M^1~ph Ipnath 


70 


% identitv 


77 


NCBI Description 


(AL035538) putative ] 


Seq. No. ^ - 


• 222138 


Seq. ID 


LIB3165-024-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g231496 * 


BLAST score 


581 


E.. value 


3.0e-60 


Match length 


129 


% identity 


89 


NCBI Description 


ACTIN 58 >gi 100421 ] 



>gi_21536_emb_CAA39278_ (X55749) actin [Solanum tuberosum] 



Seq. No. ; * 


222139 


Seq. ID 


LIB3165-024-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2244734 


BLAST score 


439' 


E value 


8.0e-44 


Match length 


98 


% identity 


90 


NCBI Description 


(D88414) actin [Gossypium hirsutum] 


Seq. No. 


222140 


Seq. ID 


LIB3165-025-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3687652 


BLAST score 


407 


E value 


3.0e-44 


Match length 


98 


% identity 


92 


NCBI Description 


(AF047352) rubisco activase precursor 


Seq. No. 


222141 


Seq. ID 


LIB3165-025-P1-K1-A3 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl20663 

329 

6.0e-51 

135 

75 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE B PRECURSOR, 

CHLOROPLAST >gi_66027_pir DEPMNB 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) B precursor, chloroplast - 
garden pea >gi_309671 (M55147) glyceraldehyde-3-phosphate 
dehydrogenase B subunit [Pisum sativum] 

222142 

LIB3165-025-P1-K1-A5 

BLASTX 

g2129921 

167 

1.0e-ll 

51 

67 

hypothetical protein 1 - Madagascar periwinkle >gi_758694 
(U12573) putative [Catharanthus roseus] 



Seq. No. 


222143 


Seq. ID 


LIB3165-025-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g4468813 


BLAST score 


281 


E value 


4. Oe-25 


Match length 


68 


% identity 


75 


NCBI Description 


(AL035601) putative protein [Arabi 


Seq. No. 


222144 


Seq. ID 


LIB3165-025-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g68200 


BLAST score 


517 


E value 


1.0e-52 - - 


Match length 


128 


% identity 


82 


NCBI Description 


f ructose-bisphosphate aldolase (EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



,1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 

222145 

LIB3165-025-P1-K1-B12 

BLASTX 

gl352821 

399 

6.0e-39 

87 

92 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 



31424 



precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 





Seq. No. 


222146 






T TP. "31 fi^-n9 c i-P1 -K"1 -R? 

JjiOJlUJ UlJ It J- i\ X D£. 






DT AQTY 

DliAo 1 A 




INL-dX (aX 


rrl 1 fiP. 4 1 1 
gX X DO 4 XX 




DT ACT cr>Ar*n 

olho i score 


4 4 ft 
4 4 0 




.111 ValUc 


X • Uti 4 4 




riaucn xengun 


1 90 
X c. \j 




^ XvJcilLXLy. 


7ft 




NLbi Description 






Seq. No. 


222147 




Seq. ID 


LIB3165-025-P1-K1-B5 




\ 4- \-\ J-k /■! 

i v ie inoa 


RT 




NLbl (jX 






BLAoi score 


/inn 





& value 


d . u e j -7 


*0 


Match length 


XI/ 


ffl 


% identity 


7 "5 




IN^DX UcbC.iipL.XUIl 


^nr U 1 J t / 4 j L IJJUIUOC -J kyllvJOkyilCl LC -J C -LillC -1_ CI CD " |_ HI Cl.L/'J- UU O X i 


=P 




unaxiana j 




Seq. No. 


222148 




beq. iu 






Method 


DT 7\ C TV 


y = 


XT/"' D T T 

NCBI bX 


g j oy h o / ^ 


s 


TJ T ACT cnnvA 

dxj/io i score 


4 4 X 


Li 


E value 


i . ue 4 4 




Match length 


x u / 




i) xaenuxuy 


7 Q 




MPUT Hoer'Ti r-\4- i on 
lNV_/OX UcoOIipLlUIl 


f7AT^ 1 nQ9^47^ nrr>f i 1 i n f Pi ri niiQ oommn n i cl. 




Seq. No. " 


222149 




oeq . x u 


T TR^I fi^-OO^-Pl -Kl —CO 
JjIojioj \jc.d ri i\x \^c. 




Method 


RT 7A CTY 




JNLdI Kdx. 


gx x ju doz 




DT ACT o /-*, /-s /-\ 

dxjHo i score 


4 4 7 


- ■ - 


E. value 


0 Pit* — A A ~ 




Match length 


O D 




T> xutsiiuxuy 


i nn 

X u u 




MPDT nocpvi r""vt~ "i on 


f74£Q^CM arQfnh \/H rnvua pi H q \/n rh^QP rf^o^^ \/t*i i nm h "i r^nt"ninl 




Seq. No. 


222150 




oeq. xu 


T TR^I fiR-OOR-PI -P? 

LlDJlU J VJ^.w/ Xr X I\X V^O 




L v ie tnou 


RT 7A CTY 
DXiriO 1 A 




NCBI GI 


g4106696 




BLAST score 


241 




E value 


2.0e-20 




Match length 


70 




% identity 


73 




NCBI Description 


(AB021872) - ribosome-sedimenting protein [Pisum sativum] 




Seq. No. 


222151 




Seq. ID 


LIB3165-025-P1-K1-D1 




Method 


BLASTX 



31425 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g*3£2821 
620 

8.0e-65 

121 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222152 

LIB3165-025-P1-K1-D10 

BLASTN 

gl8511 

162 

5.0e-86 

250 

91 

G. hirsutum light regulated unknown reading frame DNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222153 

LIB3165-025-P1-K1-D12 

BLASTN 

g2264318. 

34 

1.0e-09 
192 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUP24, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222154 

LIB3165-025-P1-K1-D3 

BLASTX 

g 4454459 

190 

1.0e-14 

58 

60 

(AC006234) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222155 

LIB3165-025-P1-K1-D5 

BLASTX 

g2493494 

443 

5.0e-44 

110 

75 

SERINE CARBOXY PEPTIDASE II-2 PRECURSOR (CP-MII.2) 
>gi_619351_bbs_153537 CP-MII . 2=serine carboxypeptidase 
[Hordeum yulgare=barley, cv. Alexis, aleurone, Peptide, 436 
aa] 



Seq. No. 
Seq. ID 



222156 

LIB3165-025-P1-K1-D9 



31426 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g4056456 
4 67 

7.0e-47 

112 

81 

(AC005990) Strong similarity to gb_U20808 auxin-induced 
protein from Vigna radiata and a member of the zinc-binding 
dehydrogenase family PF_00107. ESTs gb_T43674, gb_H77006 
and gb_AA395179 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score _ 

E value 

Match length 

% identity 

NCBI Description 



222157 

LIB3165-025-P1-K1-E10 

BLASTX 

g20729 

183 

5.0e-14 
61 
62 

(X15190) 



precursor (AA -68 to 337) [Pisum sativum] 



222158 

LIB3.165-025-P1-K1-E11 

BLASTX 

gl055130 ' 

186 

6.0e-14 

95 

37 

(U39998) coded for by C. elegans cDNA yk92bll.3; coded for 
by C. elegans cDNA yk92bll.5; coded for by C. elegans cDNA 
yk78c2.5; coded for by C. elegans cDNA cm9a8; coded for by 
C. elegans cDNA yk66h8.3; coded for by C. elegans cDNA 
yk78c2.3 

222159 

LIB3165-025-P1-K1-E6 

BLAS.TX- 

gl20663 

417 

5.0e-41 

116 

72 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE B PRECURSOR, 

CHLOROPLAST >gi_66027_pir DEPMNB 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) B precursor, chloroplast - 
garden pea >gi_309671 (M55147) glyceraldehyde-3-phosphate 
dehydrogenase B subunit [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



222160 

LIB3165-025-P1-K1-F1 

BLASTX 

gl872544 

285 

1.0e-25 
122 
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(U890141 earlv liaht-induced orotein; ELIP TArabidoosis 




f ha 1 i anal 


Sec[ . No . 


222161 


Seq. ID 


LIB31 65-02 5-P1-K1-F12 


Method 


BLASTN 


NCBI GI 


g3821780 
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222162 


q pn TO 


LIB31 65-02 5-P1-K1-F6 


Ma 4~ V"\ /~\ 

lYiei-noa 


DiittiJ 1 IN 


NCBI GI 


g450504 


BLAST score 


75 
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4— /— » V-\ 1 n r> r^r 4— V> 

ixiciucn. xciiyLii 


1 78 
x / o 


x> luciiuicy 


ft R 


NTPRT Dp^rri nt" "i on 


G hi r^ntum rhrS npnp for ribulose — 1 , 5— bisDhosohat e 


.. 


p3 vKriv\;l aoo email qiiVmitii i~ 

LalJJUAyiaOC/ OlLLClXX OLIULIII-L u 


OCU • IN \J • 
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BLASTX 


NCBI GI 


gl209703 
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222165 


oeq • x u 


T.TR^I fiS-OOS-Pl -K") -C9 

LIDJIUJ J 1TX IaX 


Method 


BLASTX 


NCBI GI 


g4567249 


oxjAoi score 




E value 


1.0e-26 


Match length 


103 


% identity 


59 


NCBI Description 


(AC007070) hypothetical protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222166 

LIB3165-025-P1-K1-G6 

BLASTX 

g2292917 

441 

8.0e-44 

129 

67 

(X99851) galactokinase [Arabidopsis thaliana] 
222167 

LIB3165-025-P1-K1-G9 

BLASTX 

g3915873 

404 

1.0e-39 

98 

78 

SUCROSE SYNTHASE (SUCROSE-UDP GLUCOSYLTRANS FERASE ) 
(NODULIN-100) >gi_2606081 (AF030231) sucrose synthase 
[Glycine max] 

222168 

LIB3165-025-P1-K1-H10 

BLASTX 

gl352821 

596 

5.0e-62 

119 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222169 

LIB3165-025-P1-K1-H3 

BLASTX 

gl32091 

245 

4.0e-33 

96 

75 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN Fl PRECURSOR 

(RUBISCO SMALL SUBUNIT Fl) >gi_68065_pir RKRPF1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor (gene rbcSFl) - rape >gi_17852_emb_CAA394 02_ 
(X55937) ribulose bisphosphate carboxylase /oxygenase 
small subunit [Brassica napus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



222170 

LIB3165-025-P1-K1-H7 

BLASTX 

gl354515 

335 



31429 



E value 
Match length 
% identity 
NCBI Description 



2.0e-31 

130 

58 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



222171 

LIB3165-026-P1-K1-A10 

BLASTX 

g2388583 

195 

5.0e-15 

87 

55 

(AC000098) Similar to Synechocystis hypothetical protein 
(gb_D90908). [Arabidopsis thaliana] 

222172 

LIB316S-U26-P1-K1-A4 

BLASTN 

g3985958 



BLAST score 


41 


E value 


1.0e-13 


Match xengtn 


A Q 

h y 


% •> identity 


yo 


NCBI Description 


AraDiuopsis unaiiana genomic \jvm\ 9 cnxroiuusoirie o f tr± 




M7M1 /-> Amn 1 of a o o m idtipd r D yaVi i Hnn Q "i Q f ha 1 i ana 1 
L v JcjLNX^ HJIUkJJ. c L. t; oc^UcllLc [ r\i- ctiJ-LLJ.kJ^Jo-Lo l_ila.XJLClIJ.cl J 


Seq. No. 






LTB3165-02 6-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g3153902 


BLAST score 


321 


E value 


4.0e-30 


Match length 


79 


% identity 


82 


NCBI Description 


(AF066076) 14-3-3-like protein [Helianthus annuus] 


Seq. No. 


222174 


Seq. _ID_ 


LIB3165--026-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


gl25578 


BLAST score 


609 


E value 


1.0e-63 


Match length 


126 


% identity 


93 


NCBI Description 


PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE) 


(PRK) >gi_167266 (M73707) phosphoribulokinase 




[Mesembryanthemum crystallinum] 


Seq. No. 


222175 


Seq. ID 


LIB3165-026-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


gl001135 


BLAST score 


178 


E value 


5.0e-13 


Match length 


48 
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% identity 

NCBI Description 



75 

(D64001) acetolactate synthase [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222176 

LIB3165-026-P1-K1-B10 

BLASTX 

g487046 

389 

1.0e-37 

131 

61 

photosystem I chain II precursor - wood tobacco 
>gi_407769_dbj_BAA02871_ (D13718) PSI-D1 precursor 
[Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222177 

LIB3165-026-P1-K1-B11 

BLASTX 

g4406530 

608 

2.0e-63 

127 

87 

(AF126870) 



rubisco activase [Vigna radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222178 

LIB3165-026-P1-K1-B12 

BLASTX 

g2414160 

283 

3.0e-25 

90 

53 

(Z99266) F15C11. 2 [Caenorhabditis elegans] 



Seq. No. 


222179 


Seq. ID 


LIB3165-026-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3183640 


BLAST score 


268 - • ' 


E value 


1.0e-23 


Match length 


52 


% identity 


96 


NCBI Description 


(AJ005869) transmembrane channel protein [Cicer arietinum] 


Seq. No. 


222180 


Seq. ID 


LIB3165-026-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


368 


E value 


2.0e-35 


Match length 


103 


% identity 


73 


NCBI Description 


(X15190) precursor (AA -68 to 337) [Pisum sativum] 



Seq. No. 222181 

Seq. ID LIB3165-026-P1-K1-B6 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g!352821 . 
593 

1.0e-61 

118 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222182 

LIB3165-026-P1-K1-B7 

BLASTX 

gll72811 

460 

3.0e-46 

87 

97 

60S RIBOSOMAL PROTEIN L10-1 (PUTATIVE TUMOR SUPRESSOR SC34) 

>gi_1076751_pir S4 9575' ribosomal protein LlO.e, cytosolic 

- rice >gi_575355_emb_CAA57339_ (X81691) putative tumor 
suppresser [Oryza sativa] 

222183 

LIB3165-026-P1-K1-B9 

BLASTX 

g3738299 

363 

1.0e-34 

90 

81 

(AC005309) putative glutaredoxin [Arabidopsis thaliana] 
>gi_4249395 (AC006072) putative glutaredoxin [Arabidopsis 
thaliana] 

222184 

LIB3165-026-P1-K1-C10 
BLASTX - 
g2194137 
391 

6.0e-38 

125 

68 

(AC002062) ESTs gb_R29947 , gb_H7 6702 come from this gene. 
[Arabidopsis thaliana] 

222185 

LIB3165-026-P1-K1-C11 
BLASTX 
gl31385 
473 ' 
1.0e-47 
127 
78 

OXYGEN-EVOLVING ENHANCER PROTEIN 



1 PRECURSOR (OEE1) (33 KD 
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SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222186 

LIB3165-026-P1-K1-C3 

BLASTX 

g3193298 

319 

2.0e-29 

93 

65 

(AF069298) T14P8.17 gene product [Arabidopsis thaliana] 



Seq. No. 
Seq. ID- 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



222187 

LIB3165-026-P1-K1-C4 

BLASTX 

g3721926 

244 

1.0e-20 

91 

63 

(AB017480) chloroplast FtsH protease [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222188 

LIB3165-026-P1-K1-C5 

BLASTX 

g2146797 

557 

2.0e-57 

134 

43 

protein disulf ide-isomerase (EC 5.3.4.1) - Castor bean 
>gi_1134968 (U41385) protein disulphide isomerase PDI 

[Ricinus communis] >gi_1587210_prf 2206331A protein 

disulfide isomerase [Ricinus communis] 



Seq. No-. 
'Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



222189 

LIB3165-026-P1-K1-C9 
BLASTX 

g4454480 - 
328 

1.0e-30 

73 

78 

(AC006234) putative ( 1-4 ) -beta-mannan endohydrolase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222190 

LIB3165-026-P1-K1-D3 

BLASTX 

g441457 

513 

3.0e-52 

95 

98 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 
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Seq. No. 222191 

Seq. ID LIB3165-026-P1-K1-D7 

Method BLASTX 

NCBI GI gl709825 

BLAST score 332 

E value 4 . Oe-31 

Match length 122 

% identity 66 

NCBI Description PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 

(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 

Seq. No. 222192 

Seq. ID LIB3165-026-P1-K1-D8 

Method BLASTX 

NCBI GI g2739365 

BLAST score 531 

E value ' 2.0e-54 

Match length 118 

% identity 79 

NCBI Description (AC002505) unknown protein [Arabidopsis thaliana] 



Seq. No. 222193 

Seq. ID LIB3165-026-P1-K1-E10 

Method BLASTX 

NCBI GI gl352821 

BLAST score 531 

E value 2.0e-54 

Match length - 103 

% identity 99 

NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

Seq. No. 222194 

Seq. ID LIB3165-026-P1-K1-E11 

Method BLASTX 

NCBI GI-- - g4 325041 

BLAST score 635 

E value 1.0e-66 

Match length 128 

% identity 95 

NCBI Description (AF117339) FtsH-like protein Pftf precursor [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222195 

LIB3165-026-P1-K1-E5 

BLASTX 

g3953471 

238 

5.0e-20 

68 

68 

(AC002328) F2202.16 [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222196 

LIB3165-026-P1-K1-E7 

BLASTX 

gl781348 

209 

7.0e-17 

46 

91 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222197 

LIB3165-026-P1-K1-F10 

BLASTX 

g289920 

696 

1.0e-73 

130 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq^' -ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222198 

LIB3165-026-P1-K1-F11 

BLASTX 

gl31399 

441 

3-0e-45 

110 

84 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 

TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277_pir S00411 

photosystem II 10K protein precursor - potato 

>gi_2148 9_emb_CAA284 50_ (X04753) ST-LS1 protein [Solanum 

tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222199 

LIB3165-026-P1-K1-F3 

BLASTX 

g3158474 

539 

3.0e-55 

114 

91 

(AF067184) aquaporin 1 [Samanea saman] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222200 

LIB3165-026-P1-K1-F4 

BLASTX 

g4091806 

520 

4.0e-53 

117 

85 

(AF052585) CONSTANS-like protein 2 [Malus domestica] 



Seq. No. 



222201 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-026-P1-K1-F5 

BLASTX 

g82426 

559 

1.0e-57 

116 

45 

ubiquitin precursor - barley (fragment) 

>gi_755763_emb_CAA27751_ (X04133) ubiquitin polyprecursor 
(171 aa) [Hordeum vulgar e] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222202 

LIB3165-026-P1-K1-F7 

BLASTX 

gl651736 

199 

2.0e-15 

52 

71 

(D90899) cysteine synthase [Synechocystis sp.] 
222203 

LIB3165-026-P1-K1-F8 
BLASTX * 
gl352821 
575 

2.0e-59 
116 ' 
96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) *>gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 



222204 

LIB3165-026-P1-K1-F9 

BLASTX 

g3785995 

153 

5.0e-10 

71 

46 

(AC005499) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222205 

LIB3165-026-P1-K1-G10 

BLASTX 

gl00616 

256 

4.0e-22 

60 

82 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M5544 9) 
ribulose 1, 5-bisphosphate carboxylase activasg [Hordeum 
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vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222206 

LIB3165--026-P1-K1-G12 

BLASTX 

g430947 

421 

2.0e-41 

103 

82 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

222207 

LIB3165-026-P1-K1-G2 

BLASTX 

gl532135 

279 

8.0e-25 

57 

91 

(U49442) chloroplast mRNA-binding protein CSP41 precursor 
[Spinacia oleracea] 



"Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222208 

LIB3165-026-P1-K1-G5 

BLASTX 

gl354515 

287 

9.0e-26 

132 

48 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 


222209 


Seg. ID 


LIB3165-026-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


-363 


E value 


1.0e-34 


Match length 


94 


% identity 


81 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, 


Seq. No. 


222210 


Seq. ID 


LIB3165-026-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2827076 


BLAST score 


278 


E value 


1.0e-24 


Match length 


109 


% identity 


54 


NCBI Description. 


(AF020269) malate" dehydrogenase 


Seq. No. 


222211 


Seq. ID 


LIB3165-026-P1-K1-H10 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3024126 

537 

4 .Oe-55 

105 

97 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_1655576_emb_CAA95856_ (Z71271) S-adenosyl-L-methionine 
synthetase 1 [Catharanthus roseus] 

222212 

LIB3165-026-P1-K1-H11 

BLASTX 

g3063392 

418 

4 .Oe-41 

113 

75 

(AB012932) Ca2+/H+ exchanger [Vigna radiata] 
222213 

LIB3165-026-P1-K1-H2 
BLASTX 

g2499967 * ' 

186 

6.0e-14 

110 

43 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV B PRECURSOR (PSI-E 
B) >gi_632724_bbs_151002 (S72358) photosystem I subunit 
PSI-E [Nicotiana sylvestris, leaves, Peptide Chloroplast, 
143 aa] [Nicotiana sylvestris] 

222214 

LIB3165-026-P1-K1-H3 
BLASTX . ' 
g3023752 
309 

2.0e-28 

109 
61 

FERREDOXIN I PRECURSOR >gi_14 18 982_emb_CAA99756_ (Z75520) 
ferredoxin-I ' [Lycopersicon esculentum] 

222215 

LIB3165-026-P1-K1-H5 

BLASTX 

g282833 

481 

2.0e-48 

110 

89 

phosphoglycerate kinase (EC 2.7.2.3) 



spinach (fragment) 



Seq. No. 
Seq. ID 



222216 

LIB3165-026-P1-K1-H7 



31438 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTX 

gl66834 

641 

3.0e-67 

134 
90 

CM86720) 
activase 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi_2642155 (AC003000) 



Rubisco activase [Arabidopsis thaliana] 
222217 

LIB3165-026-P1-K1-H8 

BLASTX 

g2213597 

223 

3.0e-18 

61 

72 

(AC000348) T7N9.17 [Arabidopsis thaliana] 
222218 

LIB3165-026-P1-K1-H9 
' BLASTN 
gl545804 
33 

4.0e-09 

85 

84 

Nicotiana tabacum mRNA for cytochrome P450 like_TBP, 
complete cds 

222219 

LIB3165-027-P1-K1-A1 

BLASTX 

g2388578 

456 

1.0e-45 

109 

79 

(AC000098) Similar to Mycobacterium RlpF (gb_Z84395) . ESTs 
gb_T75785,gb_R30580,gb_T04698 come from this gene. 
[Arabidopsis thaliana] 

222220 

LIB3165-027-P1-K1-A10 

BLASTX 

g2708749 

278 

8.0e-25 

85 

59 

(AC003952) putative senescence-assoc . rhodanese-like 
protein [Arabidopsis thaliana] 

222221 

LIB3165-027-P1-K1-A11 
BLASTX 



31439 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll72558 
256 

2.0e-22 

85 

60 

OUTER PLASTIDIAL MEMBRANE PROTEIN PORIN (VOLTAGE-DEPENDENT 
ANION- SELECTIVE CHANNEL PROTEIN) (VDAC) 

>gi_480122_pir S36454 porin porl - garden pea 

>gi_396819_emb_CAA80988_ (Z25540) Porin [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222222 

LIB3165-027-P1-K1-A4 

BLASTX 

g212953.8 

541 *' 

1.0e-55 

109 

96 

AT103 protein - Arabidopsis thaiiana >gi_1033195 (U38232) 
AT103 [Arabidopsis thaiiana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length - 

% identity 

NCBI Description 



222223 

LIB3165-027-P1-K1-A6 

BLASTX 

g2191191 

215 

2.0e-17 

100 

54 

(AF007271) A_TM021B04 . 14 gene product [Arabidopsis 
thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222224 

LIB3165-027-P1-K1-A7 

BLASTX 

g4468812 

426 

3.0e-42 

112 

37 

(AL035601) putative protein [Arabidopsis thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222225 

LIB3165-027-P1-K1-A8 

BLASTX 

g4539324 

264 

2.0e-25 

124 

55 

(AL035679) kinesin like protein [Arabidopsis thaiiana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



222226 

LIB3165-027-P1-K1-A9 

BLASTX 

g4406530 

315 



31440 



lit 



ilt vaiue 


4 n P -?Q 


Maucn lengta 


o / 


ft i rlDnf i f u 


75 


MPDT Hq cr 1 r i 7-\ 4- -J on 
LNCD± UcSCIipuiUIl 


fAF19fiR701 ruhi sco activase fVicrna radiata 


Cprr Mo 


222227 


C pn T n 
Ocq . ±U 


LIB3165-027-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g2623960 


oLiAo i score 




hj value 




full — % +- /-» W 1 /"T^™ V\ 

Matcn j.engi.n 
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O C \^ . LN (J • 


222228 


q orr t n 


LIB3165-027-P1-K1-B2 




BLASTX 


NCBI GI 


gl3l399 


BLAST score 


457 


E value 


9.0e-46 


Match length 


105 


% identity 


82 


NCBI Description 


PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 



TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277_pir S00411 

photosystem II 10K protein precursor - potato 
>gi_21489_emb_CAA28450_ (X04753) ST-LS1 protein" [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222229 

LIB3165-027-P1-K1-B4 

BLASTN 

g3869069 

44 

1.0e-15 
115 
.89 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 

222230 

LIB3165-027-P1-K1-B6 

BLASTX 

g2499931 

233 

1.0e-19 

66 

74 

ADENINE PHOSPHORIBOSYLTRANSFERASE 2 (APRT) 

>gi_2129534_pir S71272 adenine phosphoribosyltransf erase 

(EC 2.4.2.7) - Arabidopsis thaliana 
>gi_1321681_emb_CAA65609_ (X96866) adenine 
phosphoribosyltransferase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



222231 

LIB3165-027-P1-K1-B7 
BLASTX 



31441 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI' GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl00200 
332 

4.0e-31 

95 

68 

chlorophyll a/b-binding protein type I precursor - tomato 
222232 

LIB3165-027-P1-K1-C1 

BLASTX 

g3024126 

444 

3.0e-44 

87 

97 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi JL655576_emb_CAA95856_ (Z71271) S-adenosyl-L-methionine 
synthetase 1 [Catharanthus roseus] 

222233 

LIB3165-027-P1-K1-C10 

BLASTX 

g!181599 

412 

2.0e-40 

111 

73 

(D83007) subunit of photosystem I [Cucumis sativus] 
222234 

LIB3165-027-P1-K1-C11 

BLASTX 

gl361983 

268 

4.0e-35 

111 

73 

ARP protein - Arabidopsis tttaliana >gi_886434_emb_CAA89858_ 
(Z49776) ARP protein [Arabidopsis thaliana] 

222235 

LIB3165-027-P1-K1-C12 

BLASTX 

gl32086 

159 

4.0e-ll 

30 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1 PRECURSOR 

(RUBISCO SMALL SUBUNIT 1) >gi_68053_pir RKSYS 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor SRS1 - soybean >gi_18742_emb_CAA23736_ (V00458) 
rubpcase [Glycine max] 



Seq, No. 
Seq. ID 



222236 

LIB3165-027-P1-K1-C3 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl352821 

391 

4.0e-38 

76 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222237 

LIB3165-027-P1-K1-C5 

BLASTX ■ 

g710626 

261 

6.0e-23 

77 

65 

(D30719) ERD15 protein [Arabidopsis thaliana] >gi_3241941 
(AC004 625) dehydration-induced protein ERD15 [Arabidopsis 
thaliana] >gi_3894181 (AC005662) ERD15 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222238 

LIB3165-027-P1-K1-C6 

BLASTX 

gl31392 

342 

2.0e-32 

86 

84 

OXYGEN-EVOLVING ENHANCER PROTEIN 2 PRECURSOR (OEE2) (23 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II) 

>gi_81479_pir S00005 photosystem II oxygen-evolving 

complex protein 2 precursor - spinach 
>gi_21265_emb_CAA29055_ (X05511) 23 kDa OEC protein 

[Spinacia oleracea] >gi_225596_prf 1307179A luminal 

protein 23kD ; [Spinacia oleracea] 

222239 

LIB3165-027-P1-K1-C7 

BLASTX 

gll74498 

362 

1.0e-34 

86 

76 

SYNAPTOBREVIN-RELATED PROTEIN >gi_600710 (M90418) formerly 
called HAT24; synaptobrevin-related protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



222240 

LIB3165-027-P1-K1-D1 

BLASTX 

g3913651 



31443 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237 

4.0e-20 

69 

70 

FERREDOXIN — NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 
( FNR) >gi_2225993_emb_CAA74359_ (Y14032) 
ferredoxin — NADP(+) reductase [Nicotiana tabacum] 





Seq. No. 


zzzz4 1 




Seq. ID 


T TDll f\OH D1-.V1-.n10 

lilbolDO - UZ 1 — r 1 — — U1Z 




Metnoa 


DL>f\0 i A 




NCBI (jl 


gz o o u 4 fiu 




c3ixM.o i score 


£.11. 




E value 


5.0e-24 




Match length 


68 




% identity 


75 




NCBI Description 


(D87261) PCF2 [Oryza sativa] 


. 3=: 


Seq. No. 


222242 


m 


Seq. ID 


LIB3165-027-P1-K1-D2 




Method 


BLASTX 




NCBI GI 


gl345698 


4= 


BLAST score 


641 


O 


E value 


2.0e-67 


N= 


Match length 


121 


f== 

Li : 


% identity 


99 




NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 



(CAB-151) (LHCP) >gi_99601_pir S20917 chlorophyll 

a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222243 

LIB3165-027-P1-K1-D4 

BLASTX 

g4539422 

233 

2.0e-19 

88 

62 

(AL049171) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



222244 

LIB3165-027-P1-K1-D6 

BLASTX 

g4539543 

565 

2.0e-58 

118 

95 

(AJ133422) glyceraldehyde-3-phosphate dehydrogenase 
[Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



222245 

LIB3165-027-P1-K1-D7 

BLASTN 

g3510339 



31444 



BLAST score 38 
E value 5.0e-12 
Match length 128 
% identity 86 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K3K7, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222246 

LIB3165-027-P1-K1-D8 

BLASTX 

gl694976 

384 

3.0e-37 

85 

81 

(Y09482) HMG1 [Arabidopsis thaliana] 

>gi_2832361_emb_CAA74402_ (Y14073) HMG protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222247 

LIB3165-027-P1-K1-D9 

BLASTX 

g.289920 

608 

2.0e-63 
115 

97 & 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 


222248 


Seq. ID 


LIB3165-027-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g2970051 


BLAST score 


303 


E value 


9.0e-28 


Match length 


82 


% identity 


68 


NCBI Description 


(AB012110) ARG10 [Vigna radiata] 


Seq. No. 


222249 


Seq. ID 


LIB3165-027-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


192 


E value 


8.0e-15 


Match length 


65 


% identity 


65 


NCBI Description 


(AF126870) rubisco activase [Vigna 


Seq. No. 


222250 


Seq. ID 


LIB3165-027-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


582 


E value 


2.0e-60 


Match length 


116 



31445 



% identity 

NCBI Description 



96 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 


ZZZZOl 


beq. iu 


T TQQ1 CR-(T)7-D1 1 _T?"5 
L1dj1Dj~U£ / — rl~ J\l — to 


MeuriOQ 




NCBI GI 


gl352821 


BLAST score 
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E value 


z . ue fi o 


Ma ten lengtn 


Q ^ 

o / 


% identity 


yy 
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KiDULUbL DlornUornnlti LHKDUAIijHOD oririij±j ^ItrilLN rri\tj^Ur\oU< 




(KUoloLU oMAJjIi bUoUINllJ ^gi ^ / yool pir KJ\UlNoU 




ribulose- bisphosphate carboxylase (EC 4.1.1.39) small < 


- 


precursor upiana cotton -^gi fijuouz) emu oririoouzo \aj 




ribulose bisphosphate carboxylase [Gossypium hirsutuiu] 


Seq. No. 


222252 


Seq. ID 


T TDT1 f\01 D1 1^1 "C A 

LlbJlOO-Uz / - rl-J\l-b4 


Method 


BLASTX 


XT /"» T> X OX 

NCBI GI 


_T -| CO/11 1 

gllbo411 


BLAST score 


/l C A • 


E value 


z . Ue-4 o 


Match length 


1 "1 O 

113 


% identity 


R 9 

o z 


NCBI Description 


tKULlUbij-DlbrnUbrnAlCj ALtuV LtI\o hi f LrlLUKUrLAo 1 rKbtUKoUK 


Seq. No. 


222253 


Seq. ID 


LIB3165-027-P1-K1-E6 


Method 


DT A CTV 


NCBI GI 


g4414o / 


BLAST score 


4 OZ 


E value 


z . ue *i D 


Matcn lengtn 


Q Q 

oo 


% identity 


y ' 


NCBI Description 


\2\i3h±j) UDiquium conjugating enzyine t«z L-uycopersicon 




esculentuni] 


Seq. No. 


222254 


Seq. ID 


. LIB3165-027-P1-K1-E8 - 


Method 


DT AO rpv 


MOOT O T 

NCBI GI 


giODOODZ 


BLAST score 


T7 Q 
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E value 


i . ue jo 


Match length 


1 1 1 
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% identity 


bl 


inudi uescnption 


IUjI^/oj alanine aminouiansieiasc L^n±aiuyu.uiiiuna5 




roi nharHt 1 "i i 1 

ICXiHiai-ULXl j 


Seq. No. 


222255 


Seq. ID 


LIB3165-027-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3738324 


BLAST score 


217 


E value 


1.0e-17 


Match length 


65 


% identity 


55 



31446 



NCBI Description 



(AC005170) GMP synthase-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222256 

LIB3165-027-P1-K1-F10 

BLASTX 

g2499497 

465 

7.0e-47 

96 

96 

PHOSPHOGLYCERATE KINASE, CHLOROPLAST PRECURSOR 
>gi_1161600_emb_CAA88841_ (Z48977) phosphoglycerate kinase 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. _ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222257 

LIB3165-027-P1-K1-F11 

BLASTX 

g266893 

573 

2.0e-59 

114 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_3224 16_pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47906_ (X67674) rubisco activase [Cucumis 
sativus] 

222258 

LIB3165-027-P1-K1-F12 

BLASTN 

gl669584 

43 

5.0e-15 

83 

88 

Cucumis sativus mRNA for cytosolic ascorbate peroxidase, 
complete cds . r 

222259 - 

LIB3165-027-P1-K1-F3 

BLASTX 

g4206195 

202 

7.0e-16 

39 

87 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
>gi_4262169_gb_AAD144 69_ (AC005275) hypothetical protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



222260 

LIB3165-027-P1-K1-F4 

BLASTX 

g289920 

549 

1.0e-56 



31447 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
*■% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

•% identity 

NCBI Description 



100 
99 . 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

222261 

LIB3165-027-P1-K1-F5 

BLASTX 

g629733 

403 

2.0e-39 

98 

78 

sulfate adenylyltransf erase (EC 2.7.7.4) met3-2 - potato 

>gi_2130000j?ir S674 98 sulfate adenylyltransf erase (EC 

2.7.7.4) (clone StMet3-2) - potato >gi_47 9090_emb_CAA55655_ 
(X79053) sulfate adenylyltransf erase [Solanum tuberosum] 

222262 

LIB3165-027-P1-K1-F6 

BLASTX 

gl352821 

474 

9.0e-48 

91 - 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222263 

LIB3165-027-P1-K1-G1 

BLASTX 

g832876 

255 

4.0e-22 

100 

40 

(L41345) ascorbate free radical reductase [Solanum 

lycopersicum] >gi_1097368_prf 2113407A ascorbate free 

radical reductase [Lycopersicon esculentum] 

222264 

LIB3165-027-P1-K1-G12 

BLASTX 

gl352821 

485 

5.0e-49 

92 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



31448 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222265 

LIB3165-027-P1-K1-G5 

BLASTX 

g462273 

181- 

2.0e-13 

42 

88 

IMIDAZOLEGLYCEROL- PHOSPHATE DEHYDRATASE (IGPD) >gi_4 37213 
(U02 689) imidazoleglycerolphosphate dehydratase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222266 

LIB3165-027-P1-K1-G6 

BLASTX 

gl352821 

584 

1.0e-60 

112 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



222267 

LIB3165-027-P1-K1-G7 

BLASTX 

gl20661 

570 

5.0e-59 

118 

93 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 
CHLOROPLAST >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 

222268 - • • 

LIB3165-027-P1-K1-G8 

BLASTX 

g266893 

624 

2.0e-65 

121 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_3224 16_pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47 906_ (X67674) rubisco activase [Cucumis 
sativus] 

222269 

LIB3165-027-P1-K1-G9 

BLASTX 

g40O890 



31449 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% - identity 

NCBI Description 



217 

1.0e-17 

107 

54 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR 

>gi_282837_pir S26953 photosystem II 22K protein precursor 

- spinach >gi_21307_emb_CAA48557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917_bbs_119338 (S49864) 
photosystem II 22 kda polypeptide [spinach,. Peptide, 274 
aa] [Spinacia oleracea] 

222270 

LIB3165-027-P1-K1-H1 

BLAST X 

g70644 

238 

4.0e-20 

60 

14 

ubiquitin precursor 



common sunflower (fragment) 



222271 

LIB3165-027-P1-K1-H4 

BLASTX 

g289920 

262 

4.0e-23 

58 

90 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



222272 

LIB3165-028-P1-K1-A1 

BLASTX 

g2894599 

375 

3.0e-36 

80 

79 

(AL021889) putative protein [Arabidopsis thaliana] 
222273 

LIB3165-028-P1-K1-A10 

BLASTX 

g4406530 

255 

7.0e-23 

83 

66 

(AF126870) rubisco activase [Vigna radiata] 
222274 

LIB3165-028-P1-K1-A11 

BLASTX 

gl21902 

163 



31450 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-ll 

36 

89 

HISTONE Hl.l >gi_1070594_pir HSMU11 histone HI . 1 - 

Arabidopsis thaliana >gi_16317_emb_CAA44314_ (X62458) 
Histone HI [Arabidopsis thaliana] 

222275 

LIB3165-028-P1-K1-A12 

BLASTX 

g4234955 

175 

1.0e-12 

92 

23 

(AF098971) NBS-LRR-like protein cD8 [Phaseolus vulgaris] 
222276 

LIB3165-028-P1-K1-A3 

BLASTX 

g2880043 

376 

2.0e-36 

101 

73 

(AC002340) putative 3-hydroxyisobutyryl-coenzyme A 
hydrolase [Arabidopsis thaliana] 

222277 

LIB3165-028-P1-K1-A7 

BLASTX 

gl346155 

286 

6.0e-26 

66 

83 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 1 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_481942_pir S40212 glycine 

hydroxymethyltransf erase (EC 2. 1.2.1) - Flaveria pringlei 
>gi_437 995_emb_CAA81078_ (Z25859) glycine 
hydroxymethyltransferase [Flaveria pringlei] 

222278 

LIB3165-028-P1-K1-A8 

BLASTX 

g549063 

375 

3.0e-36 

91 

79 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 



222279 



31451 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-028-P1-K1-B1 

BLASTX 

g2129511 

367 

2.0e-40 

98 

82 

glycerate dehydrogenase (EC 1.1.1.29) splice form HPR1, 
microbody - cucurbit >gi_1304 042_dbj_BAA08410_ (D49432) 
hydroxypyruvate reductase [Cucurbita sp.] 

222280 

LIB3165-028-P1-K1-B10 

BLASTX 

gll5765 

498 

2.0e-50 

110 

48 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07 408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222281 

LIB3165-028-P1-K1-B12 

BLASTX 

gl778095 

233 

2.0e-19 

113 

44 

(U64903) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

•Match length 

% identity 

NCBI Description 



222282 

LIB3165-028-P1-K1-B3 

BLASTX 

gl31385 

518 

6.0e-53 

126 

84 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



Seq. No.'" 
Seq. ID 
Method 
NCBI GI 
BLAST score 



222283 

LIB3165-028-P1-K1-B4 

BLASTX 

gl352821 

535 



31452 



E value 
Match length 
% identity 
NCBI Description 



7.0e-55 

102 ' - 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222284 

LIB3165-028-P1-K1-B5 

BLASTX 

g3063451 

304 

9.0e-28 

94 

59 

(AC003981) F22013.13 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222285 

LIB3165-028-P1-K1-B8 
BLASTX 
gl30283 
.365 
6.0e-35 
78 
87 

PLASTOCYANIN >gi_65839_pir CUUA plastocyanin - Chilean 

potato-tree >gi_223147_prf 0512261A plastocyanin [Solanum 

crispum] 



Seq. No. 


222286 


Seq. ID 


LIB3165-028-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


gll81599 


BLAST score 


454 


E value 


2.0e-45 


Match length 


119 


% identity 


75 


NCBI Description 


(D83007) subunit of photosystem I [Cucumis 


Seq. No. 


222287 


Seq. ID 


LIB3165-028-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2598589 


BLAST score 


281 


E value 


4.0e-25 


Match length 


91 


% identity 


57 


NCBI Description 


(Y15367) MtN19 [Medicago truncatula] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



222288 

LIB3165-028-P1-K1-C10 

BLASTX 

g400890 

246 

6.0e-21 



31453 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



112 
46 

PHOTOS YSTEM II 22 KD PROTEIN PRECURSOR 

>gi_282837_pir S26953 photosystem II 22K protein precursor 

- spinach >gi_21307_emb_CAA48557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917_bbs_119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 

222289 

LIB3165-028-P1-K1-C3 

BLASTX 

g2494415 

323 

5.0e-30 

101 

73 

FRUCTOSE-1, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 
>gi_515747 (L34841) fructose-1, 6-bisphosphatase [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222290 

LIB3165-028-P1-K1-C4 

BLASTX 

g3928543 

220 

6.0e-18 

127 
35 

(AB016819) 
thaliana] 



UDP-glucose glucosyltransf erase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222291 

LIB3165-028-P1-K1-C5 

BLASTX 

gll5471 

526 

8.0e-54 

127 

76 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_100078_pir S10200 carbonate dehydratase 

(EC 4.2.1.1) precursor - garden pea >gi_2067 3_emb_CAA367 92_ 
(X52558) precursor peptide (AA -104 to 224) [Pisum sativum] 

222292 

LIB3165-028-P1-K1-C7 

BLASTX 

gl21953 

167 

6.0e-12 

38 

87 

HISTONE HI >gi_81905_pir S00033 histone Hl.b - garden pea 

>gi_20762_emb_CAA29123_ (X05636) HI histone (AA 1-263) 
[Pisum sativum] 



31454 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222293 

LIB3165-028-P1-K1-C9 

BLASTX 

g3914605 

361 

2.0e-34 

122 

60 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_541930_pir S39551 

ribulose-1/ 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852_emb_CAA7 9857_ (Z21794) 
ribulose-1/ 5-bisphosphate carboxylase/oxygenase activase 
[Malus domeatica] 



Seq. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222294 

LIB3165-028-P1-K1-D10 

BLASTX 

g4097547 

172 

3.0e-12 

34 

44 

(U64906) ATFP3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222295 

LIB3165-028-P1-K1-D12 

BLASTX 

g3482925 

238 

5.0e-20 

77 

62 

(AC003970) Highly similar to cinnamyl alcohol 
dehydrogenase, gi_1143445 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222296 

LIB3165-028-P1-K1-D2 

BLASTX - 

g2662343 

420 

2.0e-41 

82 

99 

(D63581) EF-1 alpha [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222297 

LIB3165-028-P1-K1-D3 

BLASTX 

gl00616 

387 

1.0e-37 

113 

66 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 



31455 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%' identity 

NCBI Description 



carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

222298 

LIB3165-028-P1-K1-D6 

BLASTX 

g4455787 

296 

8.0e-27 

120 

42 

(AL035536) putative DNA polymerase accessory protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222299 

LIB3165-028-P1-K1-D9 

BLASTN 

g2687434 

327 

0.0e+00 

395 

96 

Eucryphia lucida large subunit 2 6S ribosomal RNA gene, 
partial sequence 





Seq. No. 


222300 






Seq. ID 


LIB3165-028-P1-K1- 


-E10 


: - 


Method 


BLASTX 




h 
=* 


NCBI GI 


g228403 






BLAST score 


475 






E value 


7.0e-48 






Match length 


104 




p 


% identity 


88 




D 


NCBI Description 


glycolate oxidase 


[Lens culinaris] 




Seq. No. 


222301 






Seq. ID 


LIB3165-028-P1-K1- 


-Ell 




'Method 


BLASTX 






NCBI GI 


g2493689 






BLAST score 


340 






E value 


5.0e-32 






Match length 


73 






% identity 


90 






NCBI Description 


PHOTOSYSTEM II 10 


KD PHOSPHOPROTEIN 



>gi_1070377_emb_CAA63670_ (X93203) 10 kDa phosphoprotein 
[Populus deltoides] >gi_2143326_emb_CAA73768_ (Y13328) 
lOkba phosphoprotein [Populus deitoides] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



222302 

LIB3165-028-P1-K1-E4 

BLASTX 

g441457 

577 ' 

8.0e-60 

110 

97 



31456 



NCBI Description 



(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 



Seq. No. 222303 

Seq. ID LIB3165-028-P1-K1-E6 

Method BLASTX 

NCBI GI g4406530 

BLAST score 353 

E value 1.0e-33 

Match length 94 

% identity 77 

NCBI Description (AF126870) rubisco activase [Vigna radiata] 

Seq. No. 222304 

Seq. ID LIB3165-028-P1-K1-E8 

Method BLASTX 

NCBI GI gl31397 

BLAST score 224 

E value 2.0e-18 

Match length 111 

% identity 50 



NCBI Description OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex p'rotein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 



Seq. No. • 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222305 

LIB3165-028-P1-K1-F10 

BLASTX 

g2244965 

262 

7.0e-23 

86 

60 

(Z9734 0) unnamed protein product [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222306 

LIB3165-028-P1-K1-F11 

BLASTX 

g3763916 

356 

7.0e-34 

127 

50 

(AC004450) unknown protein [Arabidopsis thaliana] 
>gi_4531439_gb_AAD22124.1_AC006224_6 (AC006224) unknown 
protein [Arabidopsis thaliana] 



Seq, No. 222307 

Seq. ID LIB3165-028-P1-K1-F12 

Method BLA'STX 

NCBI GI g3702327 

BLAST score 195 



31457 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



4.0e-15 

57 

63 

(AC005397) unknown protein [Arabidopsis thaliana] 
222308 

LIB3165-028-P1-K1-F2 

BLASTX 

g2244906 

294 

1.0e-26 

108 

57 

(Z97339) indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 

222309 

LIB3165-028-P1-K1-F5 

BLASTX 

g399082 

140 

1.0e-08 

89 

38 

ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 

>gi_322713_pir S28171 H+-transporting ATP synthase (EC 

3.6.1.34) delta chain, chloroplast - garden pea >gi_169045 
(M94 558) ATP synthase delta subunit [Pisum sativum] 

222310 

LIB3165-028-P1-K1-F7 

BLASTX 

gll72494 

142 

9.0e-09 

113 

30 

PTERIN-4-ALPHA-CARBINOLAMINE DEHYDRATASE (PHS) 
( 4 -ALPHA-HYDROXY-TETRAHYDRO PTERIN DEHYDRATASE) 
(PHENYLALANINE HYDROXYLASE- STIMULATING PROTEIN) (PCD) 

>gi_476742 (M88627) phenylalanine hydroxylase [Pseudomonas 

aeruginosa] 

222311 

LIB3165-028-P1-K1-F8 

BLASTX 

gl694976 

370 

2.0e-35 

103 

68 

(Y09482) HMG1 [Arabidopsis thaliana] 

>gi_2832361_emb_CAA74402_ (Y14073) HMG protein [Arabidopsis 
thaliana] 

222312 

LIB3165-028-P1-K1-F9 



31458 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



■ BLASTX 
g4544399 
457 

1.0e-45 

107 

77 

(AC007047) 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222313 

LIB3165-028-P1-K1-G1 

BLASTX 

g3885328 

578 

7.0e-60 

130 

76 

(AC005623) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

222314 

LIB3165-028-P1-K1-G10 

BLASTX 

gl352821 

531 

2.0e-54 

100 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


222315 


Seq. ID 


LIB3165-028-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


327 


.E value, .. — 


2.0e-30 


Match length 


87 


% identity 


79 


NCBI Description 


FRUCTOSE-BISPHOSPHATE 


Seq. No. 


222316 


Seq. ID 


LIB3165-028-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


gl31773 


BLAST score 


363 


E value 


1.0e-34 


Match length 


114 


% identity 


71 


NCBI Description 


4 OS RIBOSOMAL PROTEIN 




>gi_82724_pir B30097 




maize 


Seq. No. 


222317 



CHLOROPLAST PRECURSOR 



(CLONE MCH2) 



(clone MCH2) - 



31459 



ED 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-028-P1-K1-G3 

BLASTX 

g!871577 

237 

6.0e-20 

87 

54 

(Y11553) putative 213cD protein precursor [Medicago sativa] 
222318 

LIB3165-028-P1-K1-G4 

BLASTX " 

g3850778 

414 

1.0e-40 

99 
79 

(Y18346) gluaredoxin [Lycopersicon esculentum] 
222319 

LIB3165-028-P1-K1-G5 

BLASTX 

g3236240 

227 

2.0e-32 

86 

76 

(AC004 684) unknown protein [Arabidopsis thaliana] 
222320 

LIB3165-028-P1-K1-G7 

BLASTX 

gl28188 

298 

5.0e-27 

115 

59 

NITRATE REDUCTASE 2 (NR2) >gi_66202_pir RDMUNH nitrate 

reductase (NADH) (EC 1.6.6.1) 2 -.Arabidopsis thaliana 
>gi-_l 6-6782 (J03240) nitrate reductase (EC 1.6.6.1) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222321 

LIB3165-028-P1-K1-G8 

BLASTX 

g508304 

.352 

2. Oe-33 

79 

80 

(L22305) corC [Medicago sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



222322 

LIB3165-028;-Pl-Kl-G9 

BLASTX 

gl354515 

242 



31460 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-20 - 

120 

53 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 

222323 

LIB3165-028-P1-K1-H1 

BLAST X 

gll5506 

158 

1.0e-10 

79 

20 

CALMODUL-IN >gi_71688_pir MCKM calmodulin - Chlamydomonas 

reinhardtii >gi_167411 (M20729) calmodulin [Chlamydomonas 
reinhardtii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222324 

LIB3165-028-P1-K1-H10 

BLASTX 

g266944 

488 

3.0e-49 

97 " 
93 

60S RIBOSOMAL PROTEIN L2 (L8) (RIBOSOMAL PROTEIN TL2) 

>gi_71078_pir R5TOL8 ribosomal protein L8, cytosolic - 

tomato >gi__19343_emb_CAA45863_ (X64562) ribosomal protein 
L2 [Lycopersicon esculentum] 



Seq. No. 


222325 


Seq. ID 


LIB3165-I 


Method 


BLASTX 


NCBI GI 


g2104949 


BLAST score 


361 


E value 


2.0e-34 


Match length 


102. 


% identity 


70 


NCBI Description 


(U96716) 


Seq. No. 


222326 


Seq. ID 


LIB3165-I 


Method 


BLASTX 


NCBI GI 


g4335773 


BLAST score 


283 


E value 


2.0e-25 


Match length 


119 


% identity 


61 


NCBI Description 


(AC00628 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



222327 

LIB3165-028-P1-K1-H4 

BLASTX 

g487046 

359 

3.0e-34 



31461 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity- 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



126 . 
60 

photosystem I chain II precursor - wood tobacco 
>gi_407769_dbj_BAA02871_ (D13718) PSI-D1 precursor 
[Nicotiana sylvestris] 

222328 

LIB3165-028-P1-K1-H7 

BLASTX 

g4519539 

320 

1.0e-29 

88 

74 

(AB016256) NAD-dependent sorbitol dehydrogenase [Malus 
domestical 

222329 

LIB3165-028-P1-K1-H8 

BLASTX 

g399307 

427 

3.0e-42 

130 

63 

PRENYL TRANSFERASE >gi_99282_pir A40433 prephytoene 

pyrophosphatase dehydrogenase (crtE) homolog - Cyanophora 
paradoxa >gi_336639 (M37111) prephytoene pyrophosphate 
dehydrogenase [Cyanophora paradoxa] >gi_1016130 (U30821) 
prenyl transferase [Cyanophora paradoxa] 



Seq. No. 


222330 


Seq. ID 


LIB3165-028- 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


293 


E value 


2.0e-26 


Match length 


104 


% identity 


62 


NCBI Description 


(AF126870) : 


Seq. No. 


222331 


Seq. ID 


LIB3165-030- 


Method 


BLASTX 


NCBI GI 


g400890 


BLAST score 


199 


E value 


1.0e-15 


Match length 


104 


% identity 


53 


NCBI Description 


PHOTOSYSTEM 



>gi_282837jpir S26953 photosystem II 22K protein precursor 

- spinach >gi_21307_emb_CAA4 8557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917_bbs_119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 



Seq. No. 



222332 



31462 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-0.3.0-P1-K1-A12 

BLASTX 

g402753 

553 

5.0e-57 

119 

93 

(X71439) translation elongation factor EF-G [Glycine max] 
222333 

LIB3165-030-P1-K1-A8 

BLASTX 

g2738248 

237 

5.0e-20 

92 

76 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 



Seq. No. 


222334 


Seq. ID' 


LIB3165-030-P1-K1-B4 


Method 


BLASTX 


NCBI GI ' 


g402753 ■ 


BLAST score 


307 


E value 


2.0e-28 


Match length 


98 


% identity 


68 


NCBI Description . 


(X71439) translation 


Seq. No. 


222335 


Seq. ID 


LIB3165-030-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3687237 


BLAST score 


351 


E value 


2.0e-33 


Match length / 


117 


% identity 


62 


■NCBI Description 


(AC005169) putative 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
222336 

LIB3165-030-P1-K1-C11 

BLASTX 

gll5472 

350 

3.0e-33 

86 

77 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_99567_pir A35163 carbonate dehydratase 

(EC 4.2.1.1) precursor - spinach chloroplast >gi_170105 
(J05403) carbonic anhydrase (EC 4.2.1.1) [Spinacia* 
oleracea] 



Seq. No. 
Seq. ID 



222337 

LIB3165-030-P1-K1-C5 



31463 



Method BLASTX 

NCBI GI g3776536 

BLAST score 108 - 

E value 5.0e-12 

Match length 110 

% identity 6 

NCBI Description (AF095794) polyubiquitin [Schizosaccharomyces pombe] 



beq . no . 


222338 




beq. id 


LIB3165-030-P1-K1-D10 




Metnou 


BLASTX 




MPDT rj 


g289920 




bLAb i score 


345 




E value 


1.0e-32 




Match length 


106 




% identity 


65 




NCBI Description 


(L07119) chlorophyll A/B binding protein [Gossypium 




hirsutum] 




Seq. No. 






Seq. ID 


LIBJloo-UoU-Pl-Kl-Dll 




Metnoa 


BLASTX 




NCBI GI 


gzu / ^ y 




BLAST score 


^4-£ * 




E value 






Match lengtn 


90 




% identity 


62 




NCBI Description 


(X15190) precursor (AA -68 to 


337) [Pisum sativum] 


Seq. No. 


222340 




Seq. ID 


LIB3165-030-P1-K1-D4 






BLASTX 






g20729 






374 




E value 


5.0e-36 




Match length 


95 




% identity 


77 




NCBI Description 


(X15190) precursor (AA -68 to 


337) [Pisum sativum] 


Seq. No. 


222341 




Seq. ID 


LIB3165-030-P1-K1-D7 




Method 


BLASTX 




NCBI GI 


g3193303 




BLAST score 


342 




E value 


2.0e-32 




Match length 


90 




% identity 


70 




NCBI Description 


(AF069298) similar to several 


proteins containing a 



repeat region such as Plasmodium falciparum GGM tandem 
repeat protein (GB:U27807); partial CDS [Arabidopsis 
thaliana] 



Seq. No. 222342 

Seq. ID LIB3165-030-P1-K1-E1 

Method BLASTX 

NCBI GI gl352821 

BLAST score 290 



31464 



E value 
Match length 
% identity 
NCBI Description 



1.0e-26 

61 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



oi 
m 



oeq. in o • 




Can jn 


LIB3165-030-P1-K1-E10 






NCBI GI 


gl200116 


BLAST score 


161 


Hi Value 


1 np-11 


MdLCn lengun 


0 .7 


% laentiiy 


0 j 


MPDT rincpr i T^"t~ "i r\T\ 
1NV_*D± Ucoui ipt J.UI1 


fxg^7SyM r snbunit of V-tvoe ATPase TNicotiana 


beg. jno. 


999^44 




LIB31 65-030- P1-K1-E6 


ixie tnoa 


dt 


NCBI GI 


g3882081 


BLAST score 


.558 


jl, value 


j. . we j / 


jyiaicn xengun 


117 


% laenriry 


^7 

J f 




(AJ012552} oolvubicruitin TVicia fabal 


oeq • jno . 




Oct] • ± u 


LIB3165-030-P1-K1-E7 


Method 


r>T ACTY 
0 J_iM.O 1 A 


NCBI GI 


g3158474 


BLAST score 


457 


Cj ValUc 


8 Oe-46 


Maicn xengtn 


1 HQ 

J. U J 


$ laenuiuy 


0 0 


NPRT n^ctfTT n1" i'nn 

LNV^D± UCD^ A. -L ^ <— -*- ^— ' A -l 


(AF067184) aquaporin 1 [Samanea saman] 




000-546 




LIB3165-030-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g3063392 


BLAST score 


325 


E value 


3.0e-30 


Match length 


93 


% identity 


73 


NCBI Description 


(AB012932) Ca2+/H+ exchanger [Vigna radiata] 


Seq. No. 


222347 


Seq. ID 


LIB3165-030-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3687237 


BLAST score 


296 


E value 


7.0e-27 


Match length 


111 


% identity 


53 



31465 



NCBI Description 



(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 



01 

m 



Seq. No. 


222348 






_ J_ U. — J 

Metnoa 


DT tip TV 

BliAb 1 A 


JNLbl bl 


goo / 0 bou 


oiiAoi score 


4 DO 


E value 


1 . ue— ** 0 


Match length 




tb laentity 


' u 


mldi uescription 


/ DUD J aJJSClSlC atlQ aCLlvatcU [rlcUlLa^U baliVaj 


Seq. No. 


222349 


beq. iu 


LIdjIoj UjU rl M J 


Method 


TDT 71 prpv 


NCBI GI 


g4 4UbDoU 


BLAST score 


Z 4 U 


E value 


^ . ue-^u 


Match length 


yi 


% identity 




NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


222350 


Seq. ID 


LIB3165-030-P1-K1-G1 


Metnoa 


DT TV C fPV 


NCBI GI 


go 4 4 4 J / - 


BLAST' score 


JZ4 


E value 


j . ue ju 


Match length 


/ 4 


% identity 


0 c 
O D 


NLbi ue scrip tion 


LjJjU nlUIMrj riLKUAl L/Rblii riUlXIUijUu dHLi 1 — CjU xrKvJl n>±N ; 




>gi zybooo eitiD l,a/\4 /uio \addj / /; til oAr iticrus sinens 


Seq. No. 


2.2.2. Jol 


Seq. ID 


LIB3165-030-P1-K1-G6 


Method 


BLASTX 




g j y 1 0 do 1 


BLAST score 


^ O A 

4z4 


E value 


7.0e-42 


Match length 


iuy 


Q. * _J__4-4 4-., 

% identity 




NCBI Description 


ITT DOT HAV T X"l M7\ HO O IT nnr"P T\ C TP T 17 TV IT TVDIT TOA7VMr DDlTfrTDO^D 

rEKKhUUAlN — NADtf KLUUUlAbfcj, LbAc - 1 I cz> IbU^iIxltj rKhjUUKbUK 




(rNK) ^gi zzzjyyj eiuD lha/ ^ jo? \ iifiujz; 




rerreaoxin — NAur (t) reaucrase [iNicouiana taDacuiuj 


Seq. No. 


222352 


UC4. ±u 


T.TR^I fi^-n^D-Pl -K'\ -ftft 

LilDJlUJ \J J \J t J. i\ X \J <J 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


300 


E value 


2.0e-27 


Match length 


83 


% identity 


75 . ■'■ 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


222353 



31466 



o 



Seq. ID 

Method 

NCBI GL. - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3165-030-P1-K1-G9 

BLASTX 

g3327394 

163 

3.0e-ll 
50 
56 

(AC004483) 



putative RNA helicase [Arabidopsis thaliana] 



222354 

LIB3165-030-P1-K1-H1 

BLASTX 

gl00616 

261 

8.0e-23 

58 

86 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

222355 

LIB3165-030-P1-K1-H10 

BLASTX 

g2506443 

447 

1.0e-44 

107 

83 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2117520_pir JQ1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) [Arabidopsis thaliana] 

222356 

LIB3165-030-P1-K1-H12 

BLASTX 

g231688 

4 68 

4.0e-47 
114 

80 " - 

CATALASE ISOZYME 2 >gi_99599_pir S17493 catalase {EC 

1.11.1.6) - upland cotton >gi_18488_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 

222357 

LIB3165-030-P1-K1-H2 

BLASTX 

gll30684 



31467 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



356 

6.0e-34 

85 

84 

(Z4 6960) acetohydroxyacid synthase [Gossypium hirsutum] 
222358 

LIB3165-030-P1-K1-H3 

BLASTX 

gll30684 

154 

2.0e-10 

63 
56 

(Z46960) acetohydroxyacid synthase [Gossypium hirsutum] 
222359 

LIB3165-031-P1-K1-A1 

BLASTX 

gl28194 

573 

2.0e-59 

119 

87 

NITRATE 
reducta 
(M33154 



REDUCTASE (NR) >gi_81572_pir A41667 nitrate 

se (NADH) (EC 1.6.6.1) - winter squash >gi_167499 
) nitrate reductase [Cucurbita maxima] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



222360 

LIB3165-031-P1-K1-A10 

BLASTX 

gl352821 

682 

4.0e-72 

127 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SJ4ALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27958l3 ir RKCNSU - .. 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222361 

LIB3165-031-P1-K1-A11 

BLASTX 

g3808101 

358 

4.0e-34 

110 

65 

(AJ012165) chloroplast protease [Capsicum annuum] 
222362 

LIB3165-031-P1-K1-A12 

BLASTX 

g3746060 

158 



31468 



E value 


i . ue— iu 


Matcn lengtn 


*a"7 

3 f 


$ luentity 


O H 


NCbi Description 


InLUUj oil J unKnown protein irtiauiuupoio Liiaiicnia j 


oeq . 1NO . 




beq. ID 


LiDjlDJ UjI c X J\l rV4 


Method 


BLASTX 


NCBI GI 


gl707019 


bioAbi score 




E value 


o . ue 1 0 


Match lengtn 


CO 


% identity 


0 o 


NCBI Description 


[\JrOi£±} nypOineLlCal protein InidlJlUOpblo LIld-L.La.Iici, 


beq • NO . 


999^64 


Seq. ID 








NCBI GI 


gl31397 


BLAST score 


258 


E value 


2.0e-22 


Match length 


116 


% identity 


52 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (0EE3) 



SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222365 

LIB3165-031-P1-K1-A6 

BLASTX 

g68200 

488 

2.0e-49 

119 

84 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22 633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222366 

LIB3165-031-P1-K1-A9 

BLASTX 

g20729 

355 

8.0e-34 

102 

72 

(X15190) precursor (AA 



-68 to 337) [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 



222367 

LIB3165-031-P1-K1-B12 
BLASTX 



31469 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2465008 
285 

1.0e-25 

123 

46 

(AJ001445) ripening-induced protein [Fragaria vesca] 
222368 

LIB3165-031-P1-K1-B3 

BLASTX 

g625547 

444 

3.0e-44 

119 

71 

chlorophyll a/b-binding protein type I - common tobacco 
>gi_4 93723_emb_CAA45523_ (X64198) photosystem I 
light-harvesting chlorophyll a/b-binding protein [Nicotian 
tabacum] 



Seq. No. 


222369 


Seq. ID 


LIB3165-031-P1-K1-B4 


Method 


OT IS. CTV 


NCBI GI 


g4 4 06530 


BLAST score 


292 


E value 


2.0e-26 


Match length 


103 


% identity 


62 


NCBI Description 


(AF126870) rubisco activase [Vigna 


Seq. No. 


222370 


Seq. ID 


LIB3165-031-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g3023752 


BLAST score 


232 


E value 


2.0e-19 


Match length 


.92 


% identity 


55 


NCBI Description 


FERREDOXIN I PRECURSOR >gi_1418982 




ferredoxin-I [Lycopersicon esculen 


Seq. No. 


222371 


Seq. ID 


LIB3165-031-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


gl345698 


BLAST score 


369 


E value 


2.0e-35 


Match length 


77 


% identity 


91 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 

(CAB-151) (LHCP) >gi_99601_pir S20917 chlorophyll 

a/b-binding protein - upland cotton 

>gi_452314^emb_CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 



Seq. No. 
Seq. ID 



222372 

LIB3165-031-P1-K1-C1 



31470 



Method 

NCBI GI 

BLAST score 

E value 

Match .length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTX . 

g2342727 

393 

3.0e-38 

83 

77 

(AC002341) 



hypothetical protein [Arabidopsis thaliana] 



222373 

LIB3165-031-P1-K1-C10 

BLASTX 

g4539292 

452 

4.0e-45 

100 

83 

(AL049480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 

222374 

LIB3165-031-P1-K1-C12 

BLASTX 

g3643090 

164 ; 

2.0e-ll 

93 

46 : 

(AF075582) protein phosphatase-2C; PP2C [Mesembryanthemum 
crystallinum] 

" 222375 
LIB3165-031-P1-K1-C2 
BLASTX 
gl352821 
525 

1.0e-53 

101 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir_RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222376 

LIB3165-031-P1-K1-C4 

BLASTN 

g2924257 

70 

5.0e-31 

182 

94 

Tobacco chloroplast genome DNA 
222377 

LIB3165-031-P1-K1-C6 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3334665 
256 

4.0e-22 

108 

45 

(Y10492) putative cytochrome P450 [Glycine max] 
222378 

LIB3165-031-P1-K1-C8 

BLASTN 

g2623914 

322 

0. 0e+00 

365 

96 

Gossypium darwinii ATPase B subunit (atpB) and ribulose 
1, 5-bisphosphate carboxylase/oxygenase large subunit (rbcL) 
genes, chloroplast genes encoding chloroplast proteins, 
partial cds, and atpB-rbcL intergenic spacer 



Seq. No. 


222379 


Seq. ID 


LIB3165-031 


Method 


BLASTX 


NCBI GI 


"g3095075 


BLAST score 


177 


E value 


6.0e-13 


Match length 


97 


% identity 


23 


NCBI Description 


(AF031471) ] 


Seq. No. 


222380 


Seq. ID 


LIB3165-031 


Method 


BLASTX 


NCBI GI 


gll5765 


BLAST score 


404 


E value 


2.0e-39 


Match length 


94 


% identity" 


78 


NCBI Description 


CHLOROPHYLL 




(CAB- 7) >gi 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
►Match length 
% identity 
NCBI Description 



protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 

222381 

LIB3165-031-P1-K1-D12 

BLASTX 

gl354515 

207 

2.0e-16 
84 

56 v 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 
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Seq. No. 


222382 


Seq. ID 


LIB3165-031-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


297 


E value 


5.0e-27 


Match length 


89 


% identity 


69 


NCBI Description 


(X15190) precursor {, 


Seq. No. 


■ 222383 


Seq. ID 


LIB3165-031-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


616 


E value 


2 . Oe-64 


Match lencrth 


118 


% identity 


97 


NCBI Description 


(L07119) chlorophyll 




hirsutum] 


Seq. No. 


222384 


Seq. ID 


LIB3165-031-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g228403 


BLAST score 


456 


R value 


1 . Oe-45 


Match length 


97 


% identity 


91 


NCBI Description 


glycolate oxidase [L 


Seq. No. 


222385 


Seq. ID 


LIB3165-031-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g3687676 


BLAST score 


560 


E value 


8 . 0e-58 


Match length 


111 


% identitv 


95 


NCBI Description 


(AF052424) rubisco a 


Seq. No. 


222386 


Seq. ID 


LIB3165-031-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


468 


E value 


5.0e-47 


Match length 


91 


% identity 


97 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 



222387 
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n 



Seq. 'ID V - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
..% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq: No. 
Seq. ID 
Method 



LIB3165-031-P1-K1-D8 

BLASTN 

g4096078 

38 

6.0e-12 

62 

90 

Arabidopsis thaliana chromosome I BAC T5A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

222388 

LIB3165-031-P1-K1-E1 

BLASTX 

g289920 

585 

9.0e-61 

110 
98 

(L07I19) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

222389 

LIB3165-031-P1-K1-E10 

BLASTX 

gl00200 

415 

8.0e-41 

111 

73 

chlorophyll a/b-binding protein type I precursor - tomato 
222390 

LIB3165-031-P1-K1-E11 

BLASTX 

gl730512 

592 

1.0e-61 

125 

97 

PHOSPHOGLYCERATE KINASE,. CHLOROPLAST 

>gi_2129669_pir S71368 phosphoglycerate kinase - 

Arabidopsis thaliana (fragment) >gi_1022805 (U37701) 
phosphoglycerate kinase [Arabidopsis thaliana] 

222391 

LIB3165-031-P1-K1-E12 

BLASTX 

g4406530 

335 

2.0e-31 

90 

77 

(AF126870) rubisco activase [Vigna radiata] 
222392 

LIB3165-031-P1-K1-E2 
BLASTX 
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NCBI GI 


gl213450 


BLAST score 


230 


E value 


4 . Oe-19 


Match length 


82 


% identity 


55 


NCBI Description 


(U48963) isopentenyl ] 




breweri ] 


Seq. No. 


222393 


Seq. ID 


LIB3165-031-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2970654 


BLAST score 


255 


E value 


5.0e-22 


Match length 


99 


% identity 


63 


NCBI Description 


(AF052058) ferritin si 




unguiculata ] 


Seq. No. 


222394 


Seq. ID 


LIB3165-031-P1-K1-E4 


Method 


BLASTN 


NCBI GI 


g2687437 


BLAST score 


60 


E value 


6.0e-26 


Match length 


72 


% idpntitv 

U V^* 11 Up x W y 


96 


NCBI Description 


Jepsonia parryi large 




partial sequence 


Seq. No. 


222395 


Seq. ID 


LIB3165-031-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g2924325 


BLAST score 


189 


E value 


3 . Oe-14 


Match length 


41 


% identity 


88 


NCBI Description 


(Z 937 65) hypothetical 


Seq. No. 


222396 


Seq. ID 


LIB3165-031-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


330 


E value 


. 9.0e-31 


Match length 


88 


% identity 


78 


NCBI Description 


RIBULOSE BISPHOSPHATE 



isomerase [Clarkia 



subunit cowpea2 precursor [Vigna 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 



222397 

LIB3165-031-P1-K1-E8 
BLASTX 
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NCBI GI 


g4406530 


BLAST score 


307 


E value 


4 . Oe-28 


Match length 


84 


% identity 


75 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


222398 


Seq. ID 


LIB3165-031-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g4049353 


BLAST score 


369 


E value 


2 . Oe-35 


Match length 


109 


% identity 


69 


NCBI Description 


(AL034567) putative protein [Arabidopsis thaliana] 


Seq. No. 


222399 


Seq. ID 


LI831 65-03 1-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3687652 


BLAST score 


611 


E value 


8 . Oe-64 


Match lpncrth 


117 


% identity 


98 


NCBI Description 


(AF047352) rubisco activase precursor [Datisca glomerat* 


Seq. No. 


222400 


Se'q. ID 


LIB31 65-031 -P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g505482 


BLAST score 


397 


E value 


8 . 0e-39 


Match length 


106 


% identity 


80 


NCBI Description 


(X64349) 33 kDa polypeptide of water-oxidizing complex 




photosystem II [Nicotiana tabacum] 


Seq. No. 


222401 


Seq.. ID 


LIB3165-031-P1-K1-F3 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


8 . 0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


222402 


Seq. ID 


LIB3165-031-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2754849 


BLAST score 


574 


E value 


2.0e-59 


Match length 


122 


% identity 


91 


NCBI Description 


(AF039000) putative serine-glyoxylate aminotransferase 
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[Fritillaria agrestis] 



0 

S3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity • 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222403 

LIB3165-031-P1-K1-F6 

BLASTN 

g2687434 

306 

1.0e-172 

378 

96 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 
partial sequence 

222404 

LIB3165-031-P1-K1-F8 

BLASTX 

g3925703 

538 

3.0e-55 

122 

87 

(X95905) 14-3-3 protein [Lycopersicon esculentum] 
222405 

LIB3165-031-P1-K1-G1 

BLASTX 

gl352821 

502 

5.0e-51 

95 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222406 

LIB3165-031-P1-K1-G10 

BLASTX 

g289920 

584 

3.0e-61 

116 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

222407 

LIB3165-031-P1-K1-G12 

BLASTX 

g289920 

560 

8.0e-58 

117 

97 

(L07119) chlorophyll A/B binding protein [Gossypium 
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hirsutum] 



Seq. No. 


222408 


Seq. ID 


LIB31 65-03 1-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


455 


E value 


2. 0e-45 


Match length 


120 


% identity 


74 


NCBI Description 


(L08199) peroxidase [i 


Seq. No. 


222409 


Seq. ID 


LIB3165-031-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


gl710780 


BLAST score 


359 


E value 


3.0e-34 


Ma t ch 1 e n y t h 


10 1 


% identity 


69 


NCBI Description 


4 OS RIBOSOMAL PROTEIN 



(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 



Seq.- No. 


222410 


Seq. ID 


LIB3165-031-P1-K1-G8 


Method 


BLASTX 


NCBI 'GI - 


g4406530 


BLAST score 


349 


E value 


4.0e-33 


Match length 


93 


% identity 


76 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


222411 


Seq. ID 


LIB3165-031-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g231688 


BLAST score 


453 


E value 


2.0e-45 


Match length 


102 


% identity 


85 


NCBI Description 


CATALASE ISOZYME 2 >gi 99599 pir S17493 catalase 




1.11.1.6) - upland cotton >gi_184 88_emb_CAA39998_ 




subunit 2 of cotton catalase [Gossypium hirsutum] 


Seq. No. 


222412 


Seq. ID 


LIB3165-031-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2129511 


BLAST score 


142 


E value 


1.0e-13 


Match length 


49 


% identity 


71 


NCBI Description 


glycerate dehydrogenase (EC 1.1.1.29) splice form 



microbody - cucurbit >gi_1304042_dbj_BAA084 10_ 
hydroxypyruvate reductase [Cucurbita sp.] 



(D49432) 
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Seq'. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222413 

LIB3165-031-P1-K1-H2 

BLASTX 

gl352821 

522 

3.0e-53 

101 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222414 

LIB3165-031-P1-K1-H3 . 

BLASTX 

gl620898 

223 

3.0e-18 

60 

73 

(D87957) protein involved in sexual development [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222415 

LIB3165-031-P1-K1-H6 

BLASTX 

gll8564 

415 

5.0e-41 

90 

88 

GLYCERATE DEHYDROGENASE (NADH-DEPENDENT HYDROXYPYRUVATE 

REDUCTASE) (HPR) (GDH) >gi_65955_pir DEKVG glycerate 

dehydrogenase .(EC 1,1.1.29) - cucumber 
>gi_18264_emb_CAA41434_ (X58542) NADH-dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_1827.5_emb_CAA32764_ (X14 609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 

222416 

LIB3165-031-P1-K1-H7 

BLASTX 

gl352821 

455 

2.0e-45 

91 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 



222417 
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Seq....ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-032-P1-K1-A10 

BLASTX 

gl354515 

247 

4.0e-21 

124 

48 

(U55837) carbonic anhydrase 
tremuloides] 



[Populus tremula x Populus 



^0 

CP 
m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222418 

LIB3165-032-P1-K1-A11 

BLASTX 

g2511590 

236 

8.0e-20 

52 

87 

(Y13692) multicatalytic endopeptidase complex, proteasome 
component, beta subunit [Arabidopsis thaliana] >gi_3421111 

(AF043534) 20S proteasome beta subunit PBD1 [Arabidopsis 
thaliana] 

222419 

LIB3165-032-P1-K1-A3- 

BLASTN 

g706852 

42 

2.0e-14 

102 

85 

Lycopersicon esculentum photosystem II 22 kDa component 
(psbS) gene, complete cds 

222420 

LIB3165-032-P1-K1-A4 

BLASTX ' 

g3036951 

431 

1.0e-42 - 

81 

100 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

222421 

LIB3165-032-P1-K1-A5 

BLASTX 

gl352821 

465 

1.0e-46 

88 . . 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
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ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E* value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222422 

LIB3165-032-P1-K1-A6 

BLASTX 

g3289002 

199 

2.0e-15 

66 

22 

(AF073522) CRP1 [Zea mays] 
222423 

LIB3165-032-P1-K1-B1 

BLASTX 

g4406530 

315 

4 .Oe-29 

113 
61 

(AF126870) rubisco activase [Vigna radiata] 
222424 

LIB3165-032-P1-K1-B11 

BLASTX 

gl00200 

442 

6.0e-44 

114 

75 

chlorophyll a/b-binding protein type I precursor - tomato 
222425 

LIB3165-032-P1-K1-B2 

BLASTX 

g3288821 

602 

1.0e-62 

128 . . 

88 - - 

(AF063901) alanine : glyoxylate aminotransferase; 

transaminase [Arabidopsis thaliana] 

222426 

LIB3165-032-P1-K1-B3 

BLASTX 

g2191152 

223 

2.0e-18 

107 

63 

(AF007269) A_IG002N01 . 31 gene product [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



222427 

LIB3165-032-P1-K1-B5 
BLASTX 
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NCBI GI' g2738248 

BLAST score 512 

E value 3.0e-52 

Match length 128 

% identity 80 

NCBI Description (U97200) cobalamin-independent methionine synthase 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222428 

LIB3165-032-P1-K1-B6 

BLASTX 

g4406530 

338 

9.0e-32 

114 

64 

(AF126870) rubisco activase [Vigna radiata] 



^eq. ino. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-032-P1-K1-B9 

BLASTX 

g3913651 

376 

3.0e-36 

110 

65 

FERREDOXIN — NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 
(FNR) >gi_2225993_emb_CAA74 359_ (Y14032) 
ferredoxin — NADP(+) reductase [Nicotiana tabacum] 



Seq. No. 


222430 


Seq. ID 


LIB3165-032-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


gl00200 


BLAST score 


573 


E value 


2.0e-59 


Match length 


128 . 


% identity 


66 


NCBI^.Description 


chlorophyll a/b-binding protein type I precursor - tomato 


Seq. No. 


222431 


Seq. ID 


LIB3165-032-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


507 


E value 


1.0e-51 


Match length 


98 


% identity 


97 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 222432 

Seq. ID LIB3165-032-P1-K1-C2 

Method BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl352821 
574 

2.0e-59 

119 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222433 

LIB3165-032-P1-K1-C3 
BLASTN 
g2062705 
36 

9.0e-ll 
36 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 38 

NCBI Description Human butyrophilin (BTF5) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score 

E value 

Match length 

% identity 

NCBI Description 



222434 

LIB3165-032-P1-K1-C5 

BLASTX 

g2493144 

422 

l.Oe-41* 

99,. 
58 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-ATPASE 

16 KD PROTEOLIPID SUBUNIT) >gi_2118221_pir S60132 

H+-transportihg ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P2) - Arabidopsis thaliana >gi_926937 (L44585) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 



Seq. No. 


222435 




Seq. ID 


LIB3165-032-P1-K1-C7 




Method 


BLASTX 




NCBI GI 


g4406530 




BLAST score 


346 




E value 


9.0e-33 




Match length 


93 




% identity 


76 




NCBI Description 


(AF126870) rubisco activase 


[Vigna radiata] 


Seq. No. 


222436 




Seq. ID 


LIB3165-032-P1-K1-C8 




Method 


BLASTX 




NCBI GI 


g2129538 




BLAST score 


220 




E value 


2.0e-18 




Match length 


45 




% identity 


93 




NCBI Description 


AT103 protein - Arabidopsis 


thaliana >gi_1033195 



AT103 [Arabidopsis thaliana] 



31483 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222437 

LIB3165-032-P1-K1-D1 

BLASTX 

g3334113 

333 

3.0e-31 

89 

74 

ACYL-COA-BINDING PROTEIN (ACBP) >gi_1006831 (U35015) 
acyl-CoA-binding protein [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222438 

LIB3165-032-P1-K1-D10 

BLASTX 

g4406530 

330 

8.0e-31 

112 

63 

(AF126870) rubisco activase [Vigna radiata] 
222439 

LIB3165-032-P1-K1-D11 

BLASTX 

gl00616 

4 64 

1.0e-46 

119 

76 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1 , 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 


222440 


Seq. ID 


LIB3165-032-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4056568 


BLAST score 


298 


E value 


4.0e-27 


Match length 


122 


% identity 


17 


NCBI Description 


(U90944) PDI-like protein 


Seq. No. 


222441 


Seq. ID 


LIB3165-032-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl350736 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


39 


% identity 


79 


NCBI Description 


60S RIBOSOMAL PROTEIN L37 



>gi_629673_pir S44313 ribosomal 

protein L37 - tomato >gi_4 8358 6_emb_CAA55674_ (X79074) 
ribosomal protein L37 [Lycopersicon esculentum] 



31484 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222442 

LIB3165-032-P1-K1-D4 

BLASTX 

gl332579 

516 

1.0e-52 

106 

10 

(X98063) polyubiquitin [Pinus sylvestris] 
222443 

LIB3165-032-P1-K1-D5 

BLASTX 

g2924325 

307 

4.0e-28 

70 

80 

(Z93765) hypothetical protein [Malus domestical 
222444 

LIB3165-032-P1-K1-D7 

BLASTX 

g3850111 

144 

5.0e-09 

49 

55 

(AL033388) hypothetical integral membrane protein, putative 
involvement in lipid metabolism [Schizosaccharomyces pombe] 

222445 

LIB3165-032-P1-K1-D8 

BLASTX 

gl352821 

500 

9.0e-51 V- 

97 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222446 

LIB3165-032-P1-K1-D9 

BLASTX 

gl20661 

554 

4 ,0e-57 
121 

88 " 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 
CHLOROPLAST >gi_170237 (M14417) glyceraldehyde-3-phosphate 
dehydrogenase A-subunit precursor [Nicotiana tabacum] 



31485 



Seq.- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222447 

LIB3165-032-P1-K1-E1 

BLASTX 

gl352821 

510 

6.0e-52 

98 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222448 

LIB3165-032-P1-K1-E11 

BLASTN 

g2564049 

40 

4.0e-13 

224 

79 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MLE2, complete sequence [Arabidopsis thaliana] 



PI clone: 



-Seq. No. 

^- Seq. ID 

= Method 

Mb NCBI GI 

q BLAST score 

™ E value 

[Z Match length 

y % identity 

D NCBI Description 



222449 »• ' 

LIB3165-032-P1-K1-E12 

BLASTX 

g3024020 

620 

7.0e-65 

121 

95 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222450 

LIB3165-032-P1-K1-E2 

BLASTX - 

g2493694 

248 

3.0e-21 

119 

45 

PHOTOSYSTEM II REACTION CENTRE W PROTEIN PRECURSOR (PSII 
6.1 KD PROTEIN) >gi_1076268_pir^_S53025 photosystem II 
protein - spinach >gi_728716_emb_CAA59409_ (X85038) protein 
of photosystem II [Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



222451 

LIB3165-032-P1-K1-E3 

BLASTX 

g4220480 

390 

2.0e-38 
124 



31486 



% identity 

NCBI Description 



64 

(AC006069) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



222452 

LIB3165-032-P1-K1-E6 

BLASTX 

g3158476 

535 

.7.0e-55 
117 
86 

(AF067185 ) aquapor in 
222453 

LIB3165-032-P1-K1-E9 

BLASTX 

gl346155 

553 



2 [Samanea saman] 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



121 
88 

SERINE H YDROXYMETHYLTRANS FERASE , MITOCHONDRIAL 1 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_481942_pir S40212 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) Flaveria pringlei 
>gi_437995_emb_CAA81078_ (225859) glycine 
hydroxymethyltransferase [Flaveria pringlei] 

222454 

LIB3165-032-P1-K1-F10 

BLASTX 

gl632831 

442 

6.0e-44 

100 

86 

(Z49698) orf [Ricinus communis] 
222455 

LIB3165-032-P1-K1-F11 - - 

BLASTX 

gl352821 

516 

1.0e-52 

100 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222456 

LIB3165-032-P1-K1-F12 

BLASTX 

gl507699 

271 



31487 



•E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-24- 

66 

77 

(L81119) C0L2 [Arabidopsis thaliana] >gi_1507701 (L81120) 
COL2 [Arabidopsis thaliana] 

222457 

LIB3165-032-P1-K1-F3 

BLASTX 

gl00200 

390 

8.0e-38 

105 

72 

chlorophyll a/b-binding protein type I precursor - tomato 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222458 

LIB3165-032-P1-K1-F6 

BLASTX 

gll5833 

467 

7.0e-47 

119 

76 

CHLOROPHYLL* A-B BINDING PROTEIN CP24 10A PRECURSOR ■ 

(CAB-10A) (LHCP) >gi_100195_pir S11877 chlorophyll 

a/b-binding protein CablOA - tomato >gi_170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 



Seq. No. 


222459 


Seq. ID 


LIB3165-032-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2765081 


BLAST score 


449 


E value 


8.0e-45 


Match length 


121 


% identity 


74 


NCBI Description 


(Y10557) g5bf [Arabidopsis thaliana] 


Seq. No. 


222460 . - 


Seq. ID 


LIB3165-032-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g2317910 


BLAST score 


349 


E value 


4 .0e-33 


Match length 


122 


% identity 


51 


NCBI Description 


(U89959) CER1 protein [Arabidopsis. thaliana] 


Seq. No. 


222461 


Seq. ID 


LIB3165-032-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g4406777 


BLAST score 


272 


E value 


5.0e-24 


Match length 


70 


% identity 


73 



31488 



NCBI Description 



(AC006532) putative zinc-finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222462 

LIB3165-032-P1-K1-G12 

BLASTN 

g2687434 

66 

7.0e-29 

182 

84 

Eucryphia lucida large subunit 26S ribosdmal RNA gene, 
partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value * 

Match length 

% identity 

NCBI Description 



222463 

LIB3165-032-P1-K1-G2 

BLASTX 

gll81615 

601 

1.0e-62 

128 
90 

(D83078) nitrilase [Nicotiana tabacum] 
222464 

LIB3165-032-P1-K1-G5 

BLASTX 

g68200 . 

305 

5.0e-28 

93 

70 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA472 93_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 

222465 

LIB3165-032-P1-K1-G6 

BLASTX 

g68200 

469 

4.0e-47 

121 

81 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222466 

LIB3165-032-P1-K1-G7 

BLASTN 

g2687435 

265 

1.0e-147 " 

305 

97 

Hamamelis virginiana large subunit 26S ribosomal RNA gene, 



31489 



partial sequence 



Seq. No. 


222467 


Seq. ID 


LIB3165-032-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


a4406530 




346 


E value 


9. Oe-33 


1 1Q. L> ^_*1 1 i-Cll^ Lll 


93 


St i Hpn +" 1 +"V 


76 


NCBI Descriotion 


(AF12687CM rubisco activase FViana radiatal 


Seq. No. 


222468 


Seq. ID 


LIB3165-032-P1-K1-H1 


Mp1~ hod 


BLASTX 




CT 228403 




195 


E value 

1— J V LA X Li. W 


5 . Oe-15 


■Mil 'i~ i~* i*i T t» f if'i i" ri 
iiauv— n xcuy L-ii 


4 3 


St "irl©n , t"'i'f"\/ 

^ XUCll Ll Ly 


84 


NCRT Dp sprint ion 


crlvcolate oxidase TLens culinarisl 


Seq. No. 


222469 


Seq. ID 


LIB3165-032-P1-K1-H10 


Mp1~hoH 


BLASTX 


LN \s D X OX 


CT 2S0S87 4 


RT Z\C|T QPfiTD 
DliriO 1 bL-UlC 




E ""73 1 11 P 
Hi VQIUC 


2 . Oe-13 


lid l, ^ 1 1 icuy in 


57 


St "i Hpni" i 

o 1UC11L1 


63 


NPRT Dp^rri of - "i on 


(Y"l277fi^ nntal" i vp kina^p r Arabidoos is thalianal 


Seq. No. 


222470 


Seq. ID 


LIB3165-032-P1-K1-H12 


Mp1~ h od 


BLASTX 


NPRT QT 

LN V^/ U X OX 


a3269292 


E>±J.T4.0 1 OOUtC' 


175 


E va 1 n P 


8. Oe-13 


Mairh 1 on n"t~ h 

11C1I_\— 11 ±cny Lll 


80 


St THon+*i^"\" 


4 9 


NCBI Description 


(AL030978) putative protein [Arabidopsis thaliana] 


JC^i IN W • 


222471 




LIB3165-032-P1-K1-H2 

U1DJ1UJ \J ■J X X 1A X lie. 


Method 


BLASTX 


NCBI GI 


gl21902 


BLAST qcore 


158 


E vp 1 up 

£j V CI X LLC 


1.0e-10 


Mahph 1 prirrfh 
I'iciu*— ii xciiyuii 


3S 


% identity 


91 


NCBI Description 


HISTONE Hl.l >gi 1070594 pir HSMU11 histone Hl.l 




Arabidopsis thaliana >gi_16317_emb_CAA4 4 314_ (X624 




Histone HI [Arabidopsis thaliana] 


Seq. No. 


222472 


Seq. ID 


LIB3165-032-P1-K1-H3 


Method 


BLASTX 
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NCBI GI g2832669 

BLAST score 162 

E value 4.0e-ll 

Match length 102 

% identity 43 

NCBI Description (AL021712) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 222473 

Seq. ID LIB3165-032-P1-K1-H6 

Method BLASTX 

NCBI GI g3281850 

BLAST score 14 5 

E value 4.0e-09 

Match length 83 

% identity 43 

NCBI Description (AL031004) monogalactosyldiacylglycerol synthase - like 



protein [Arabidopsis thaliana] 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-032-P1-K1-H7 

BLASTX 

g20729 

456 

1.0e-45 

122 

75 

(X15190) 



precursor (AA -68 to 337) [Pisum sativum] 



222475 

LIB3165-032-P1-K1-H8 

BLASTX 

g289920 

598 

3.0e-62 

110 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

222476 - 

LIB3165-033-P1-K1-A1 

BLASTX 

g3036946 

315 

3.0e-29 

60 . 
100 

(AB012637) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



222477 

LIB3165-033-P1-K1-A10 

BLASTX 

gll5470 

290 

3.0e-26 
107 



31491 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



'58 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_320554_pir S28412 carbonate dehydratase 

(EC 4.2.1V1) precursor - Arabidopsis thaliana 
>gi_14343_emb_CAA46508_ (X65541) carbonic anhydrase 
[Arabidopsis thaliana] 

222478 

LIB3165-033-P1-K1-A12 

BLASTN 

g2687434 

49 

1.0e-18 

89 

89 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 
partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq*. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB3165-033-P1-K1-A2 

BLASTN 

g3108248 

190 

1.0e-102 * 

268 

94 

Gossypium barbadense clone pXP027 repetitive DNA sequence 
222480 

LIB3165-033-P1-K1-A3 

BLASTX 

g3687652 

355 

6.0e-34 

102 

72 

(AF047352) rubisco activase precursor [Datisca glomerata] 
222481 

LIB3165-033-Pl-Kl-A5_ . - 

BLASTX 

gll8564 

565 

2.0e-58 

116 

91 

GLYCERATE DEHYDROGENASE (NADH-DEPENDENT HYDROXYPYRUVATE 

REDUCTASE) (HPR) (GDH) >gi_65955_pir DEKVG glycerate 

dehydrogenase (EC 1.1.1.29) - cucumber 
>gi_18264_emb_CAA41434_ (X58542) NADH-dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_18275_emb_CAA32764_ (X14 609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 

222482 

LIB3165-033-P1-K1-A6 
BLASTX 



31492 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g289920 
645 

9.0e-68 

121 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222483 

LIB3165-033-P1-K1-A8 

BLASTX 

g2980887 

451 

5.0e-45 

119 

71 

(AJ224 961) Sucrose carrier [Ricinus coinmunis] 



O 



oeq. wo. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-033-P1-K1-A9 

BLASTX 

gl31397 

300 

2.0e-27 

110 

61 

OXYGEN-EVOLVING . ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 

222485 

LIB3165-033-P1-K1-B1 

BLASTX 

gl488043 

192 _ , 

1.0e-14 

63 

65 

(□63784) PAPS-reductase-like protein [Catharanthus roseus] 
222486 

LIB3165-033-P1-K1-B2 

BLASTX 

g68200 

193 

8.0e-15 

74 

64 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 



31493 



Seq. No. 


222487 


Seq. ID 


LIB3165-033-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3080418 


BLAST score 


260 


E value 


1.0e-22- 


Match length 


114 


% identity 


44 


NCBI Description 


(AL022604) putative ] 


Seq. No. 


222488 


Seq. ID 


LIB3165-033-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g231610 


BLAST score 


324 


E value 


4.0e-30 


Match length 


111 


% identity 


64 


NCBI Description 


ATI? SYNTHASE GAMMA CI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length v 

% identity 

NCBI Description 



>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_' (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 

222489 •• " 

LIB3165-033-P1-K1-B6 

BLASTX 

g4558563 

201 

1.0e-15 

96 

46 

(AC007138) putative NifU-like metallocluster assembly 
factor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



'222490 

LIB3165-033-P1-K1-B8 

BLASTX 

g68200 

458 

7.0e-46 

112 

83 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 

222491 

LIB3165-033-P1-K1-C1 

BLASTX 

gl32168 

530 

3.0e-54 

126 

77 

RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE' 
PRECURSOR (RUBISCO ACTIVASE) >gi_81488_pir A31082 



31494 



ribulose-bisphosphate carboxylase activase precursor - 
spinach >gi_170129 (J03610) rubisco activase precursor 
[Spinacia oleracea] 



Seq. No. 


222492 


Seq. ID 


LIB3165-033-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


457 


E value 


6.0e-46 


Match length 


86 


% identity 


99 


NCBI Description 


(L07119) chlorophyll A/B binding protein [Gossypium 




hirsutum] 


Seq. No. 


222493 


Seq. ID 


LIB3165-033-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


\j S KJ _J ~1 / 


BLAST score 


409 


E value 


4 .Oe-40 


Match length 


101 


% identity 


81 


NCBI Description 


(U01103) PSI. type III chlorophyll a/b-binding prote 




[Arabidopsis thaliana] 


Seq. No. 


222494 


Seq.- ID 


LIB3165-033-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


. gl00200 


BLAST score 


377 


E value 


2.0e-36 


Match length 


104 


% identity 


71 


NCBI Description 


chlorophyll a/b-binding protein type I precursor - * 


Seq. No. 


222495 


Seq. ID 


LIB3165-033-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3850111 


BLAST score 


149 


E value 


3.0e-10 


Match length 


49 


% identity 


55 


NCBI Description 


(AL033388) hypothetical integral membrane protein, ] 




involvement in lipid metabolism [Schizosaccharomyce; 


Seq. No. 


222496 


Seq. ID 


LIB3165-033-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2129921 


BLAST score 


195 


E value 


5.0e-15 


Match length 


51 


% identity 


75 


NCBI Description 


hypothetical protein 1 - Madagascar periwinkle >gi_ 



- tomato 



(U12573) putative [Catharanthus roseus] 



31495 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222497 

LIB3165-033-P1-K1-C6 

BLASTX 

gl352821 

510 

6.0e-52 

98 

98 

RIBULOSE BIS PHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222498 

LIB3165-033-P1-K1-C7 

BLASTX 

g4262181 

160 

6.0e-ll 

77 

55 

(AC005508) 37496 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222499 

LIB3165-033-P1-K1-D10 

BLASTX 

g4468813 

185 

7.0e-14 

100 

42 

(AL035601) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222500 

LIB3165-033-P1-K1-D11 

BLASTX 

g2492514 

580 

3.0e-60 

118 

94 

CELL DIVISION PROTEIN FTSH HOMOLOG PRECURSOR 
>gi_14 83215_emb_CAA68141_ (X99808) chloroplast FtsH 
protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222501 

LIB3165-033-P1-K1-D12 

BLASTX 

gl352821 

489 

2.0e-49 

105 

92 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 



31496 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 





Seq. No. 


222502 




Seq. ID 


LIB3165-033-P1-K1-D4 




Method 

LAW wllvw 


BLASTN 




NCBI GI 


a450504 

y T w/ \J -J V T 




BLAST score 


47 




E value 


2 . Oe-17 




Match 1 pncrth 


51 




% identity 


98 




NCBI Description 


G. hirsutum rbcS gene for ribulose-1 , 5-bisphosphate 






carboxylase, small subunit 




Seq. No. 


222503 




Seq. ID 


LIB3165-033-P1-K1-D6 




Mp1~ hnd 


BLASTX 




NCBI GI 


g3451067 


sjQ 


BLAST score 

xj un ij i lj w w .x c 


349 


ffl 


R va 1 np 

Hi V a X UC 


4 Oe-33 


CO 


Match lencrth 


92 




O -L. UC 11 L X L> y 


76 




NCBI Description 


(AL031326) putative protein [Arabidopsis thaliana] 




Seq. No. 


222504 


w = 


Seq. ID 


LIB3165-033-P1-K1-D7 




Method 


BLASTX 


: 


NCBI GI 


gl352'821 


o 


BLAST score 


488 




E value 


2.0e-49 




Match length 


95 




% identity 


97 


Q 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



Seq. No'. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. - 
Seq. ID 
Method 
NCBI GI 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222505 

LIB3165-033-P1-K1-D8 

BLASTX 

gl352821 

506 

2.0e-51 

98 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222506 

LIB3165-033-P1-K1-D9 

BLASTX 

g3298502 



31497 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



389 

9.0e-38 

122 

61 

(AB01504 6) xylulokinase [Homo sapiens] 
222507 

LIB3165-033-P1-K1-E1 

BLASTX 

g430947 

379 

1.0e-36 

95 

80 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

222508 

LIB3165-033-P1-K1-E10 

BLASTX 

g3355468 

522 

2.0e-53 

123 

88 

(AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 

222509 

LIB3165-033-P1-K1-E12 

BLASTX 

g4115931 

337 

1.0e-31 

124 

59 

(AF118223) contains similarity to Guillardia theta ABC 
transporter (GB:AF041468) [Arabidopsis thaliana] 

222510 

LIB3165-033-P1-K1-E4 

BLASTX 

g4406530 

321 

9.0e-30 

110 

63 

(AF126870) rubisco activase [Vigna radiata] 
222511 

LIB3165-033-P1-K1-E5 

BLASTX 

g505482 

406 

9.0e-40 

104 

81 



31498 



NCBI Description 



(X64349) 33 kDa polypeptide of water-oxidizing complex of 
photosystem II [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
JC value 
Match length 
% identity 
NCBI Description 



222512 

LIB3165-033-P1-K1-E6 

BLASTX 

g3914605 

471 

2.0e-47 

128 

70 

RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_541930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
"Match length 
% identity 
NCBI Description 



222513 

LIB3165-033-P1-K1-F1 

BLASTX 

g3292814 

153 

4.0e-10 

96 
44 

(AL031018) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222514 

LIB3165-033-P1-K1-F10 

BLASTX 

gl418990 

218 

1.0e-17 

47 

87 

(Z75524) unknown [Lycopersicon esculentum] 



Seq. No.„. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222515 

LIB3165-033-P1-K1-F11 

BLASTX 

gl419090 

337 

1.0e-31 

96 
70 

(X94968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



222516 

LIB3165-033-P1-K1-F2 

BLASTX 

g2245066 

212 

4.0e-17 

103 

39 



31499 



NCBI Description 



(Z97342) Beta-Amylase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222517 

LIB3165-033-P1-K1-F3 

BLASTX 

g4056469 

650 

2.0e-68 

124 

98 

(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb_R90191 / gb_N65697, gb_AA713150, gb_T46332, gb_AA040967, 
gb_AA712956, gb_T46403, gb_T46050, gb_AI100391 and 
gb_Z25043 come from t 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222518 

LIB3165-033-P1-K1-F4 

BLASTX 

g3288821 

436 

3.0e-43 

106 

79 

(AF063901) alanine rglyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222519 

LIB3165-033-P1-K1-F6 

BLASTX 

gl00454 

532 

2.0e-54 

129 

84 

photosystem II oxygen-evolving complex protein 1 - potato 
>gi_809113_emb_CAA35601_ (X17578) 33kDa precursor protein 
of oxygen-evolving complex [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222520 - 

LIB3165-033-P1-K1-F8 

BLASTX 

g2829869 

373 

6.0e-36 

87 

82 

(AC002396) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



222521 

LIB3165-033-P1-K1-F9 

BLASTX 

g70644 

554 

4.0e-57 
113 



31500 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19 " 

ubiquitin precursor — common sunflower (fragment) 
222522 

LIB3165-033-P1-K1-G12 

BLASTX 

gll68411 

514 

2.0e-52 

128 

82 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
222523 

LIB3165-033-P1-K1-G4 

BLASTX 

g2244844 

152 

6.0e-10 

118 

40 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
222524 

LIB3165-033-P1-K1-G6 -* 

BLASTX 

gl00203 

185 

2.0e-22 

99 

58 

cysteine proteinase (EC 3.4.22.-) precursor - tomato 
>gi_19195_emb_CAA78403_ (Z14028) pre-pro-cysteine 
proteinase [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity, . 

NCBI Description 



222525 

LIB3165-033-P1-K1-G9 

BLASTX 

g3869088 

517 

9.0e-53 

100 

98 

(AB019427) elongation factor-1 alpha [Nicotiana paniculata] 
222526 

LIB3165-033-P1-K1-H1 

BLASTX 

g4106538 

472 

2.0e-47 

128 

12 

(AF104220) gamma-tocopherol methyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 



222527 



31501 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-033-P1-K1-H6 

BLASTX 

gl346155 

584 

1.0e-60 

127 

88 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 1 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_481942_pir S40212 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_4 37995_emb_CAA81078_ (Z25859) glycine 
hydroxymethyltransf erase [Flaveria pringlei] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222528 

LIB3165-033-P1-K1-H7 
BLASTX 
Q121083 
621 

5.0e-65 
123 
92 

GLYCINE DEHYDROGENASE (DECARBOXYLATING) 
DECARBOXYLASE) (GLYCINE CLEAVAGE SYSTEM 

>gi_282926_pir A42109 glycine dehydrogenase 

(decarboxylating) (EC 1.4.4.2) component P precursor - 
garden pea >gi_2074 l_emb_CAA4 2 4 4 3_ (X59773) component of 
aminomethyltransf erase [Pisum sativum] 



PRECURSOR (GLYCINE 
P- PROTEIN). 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222529 

LIB3165-033-P1-K1-H9 

BLASTX 

g2098705 

228 

6,0e-19 

98 

48 

(U82973) pectinesterase [Citrus sinensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222530 

LIB3165-034-P1-K1-A1 

BLASTX 

g2879867 

405 

1.0e-39 

110 

70 

(AL021816) 40s ribosomal protein S17 [Schizosaccharomyces 
pombe] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



222531 

LIB3165-034-P1-K1-A11 

BLASTX 

gl352821 

546 

4.0e-56 
104 



31502 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq . No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

RIBULOSE BIS PHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222532 

LIB3165-034-P1-K1-A2 

BLASTX 

gl350944 

302 

2.0e-27 

78 

79 

4 OS RIBOSOMAL PROTEIN S17 



222533 

LIB3165-034-P1-K1-A3 
BLASTX 
gl706261 
428 

2.0e-42 
87 
89 ■ 

CYSTEINE PROTEINASE 2 
-cysteine proteinase 2 
>gi_6 44 4 9 0_dbj _BAA0 8245 
mays]. 



PRECURSOR >gi_2118129_pir S59598 

precursor - maize 

(D45403) cysteine proteinase [Zea 



Seq. No. 


222534 


Seq. ID 


LIB3165-034-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


501 


E value 


6.0e-51 


Match length 


126 


% identity 


81 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST 


Seq. No. 


222535 


Seq. ID 


LIB3165-034-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


gl69039 


BLAST score 


457 


E value 


1.0e-45 


Match length 


104 


% identity 


86 


NCBI Description 


(M97477) aldolase [Pisum sativum] 


Seq. No. 


222536 


Seq. ID 


LIB3165-034-P1-K1-A7 


Method 


BLASTX 


NCBI GI • 


gl354515 


BLAST score 


238 


E value 


4 .0e-20 


Match length 


121 



31503 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48 

(U55837) carbonic anhydrase [Populus tremula- x Populus 
tremuloides] 



222537 

LIB3165-034-P1-K1-A8 

BLASTX 

gl00200 

603 

7.0e-63 

127 

68 

chlorophyll a/b-binding protein type I precursor 



tomato 



222538 

LIB3165-034-P1-K1-A9 

BLASTX 

g3158474 

182 

2.0e-13 

53 
70 

(AF067184) aquaporin 1 [Samanea saman] 



222539 

LIB3165 

BLASTX 

gl21953 

168 

8.0e-12 

41 

83 

HI STONE 
>gi_207 
[Pisum 



■034-P1-K1-B1 



HI >gi_81905_pir S00033 histone Hl.b - garden pea 

62_emb_CAA29123_ (X05636) HI histone (AA 1-263) 
sativum] 



222540 

LIB3165-034-P1-K1-B10 

BLASTX 

g81857 

215 

2.0e-17 

42 

90 

IgE-dependent histamine-releasing factor homolog - alfalfa 
(fragment) >gi_19658_emb_CAA4534 9_ (X63872) translationally 
controlled tumor protein [Medicago sativa] 

222541 

LIB3165-034-P1-K1-B11 

BLASTX 

g2653446 

380 

1.0e-36 

97 

74 

(AB009077) proton pyrophosphatase [Vigna radiata] 



31504 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 

DT 7\ fm ~ 

E value 
Match length 
% identity 
NCBI Description 



222542 

LIB3165-034-P1-K1-B3 

BLASTX 

g3914940 

365 

6.0e-35 

123 

63 

SED0HEPTUL0SE-1,7-BISPH0SPHATASE CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1,7) P2ASE) 
>gi_2529376 (L76556) sedoheptulose-1 , 7-bisphosphatase 
[Spinacia oleracea] 

222543 

LIB3165-034-P1-K1-B5 

BLASTX 

gl29867 

37 6 

3.0e-39 

86 

97 

CYTOCHROME B6-F COMPLEX SUBUNIT 4' (17 KD POLYPEPTIDE) 
>gi_2924273_emb_CAA77425_ (Z00044) cytochrome b/f complex 
subunit IV [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID- 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



222544 

LIB3165-034-P1-K1-B6 

BLASTX 

g228210 

542 

1.0e-55 

134 

75 

granule-bound starch synthase [Solanum tuberosum] 

22254 5 . - 

LIB3165-034-P1-K1-B8 

BLASTX 

g487046 

381 

8.0e-37 

127 

66 

photosystem I chain II precursor - wood tobacco 
>gi_407769_dbj_BAA02871_ (D13718) PSI-D1 precursor 
[Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222546 

LIB3165-034-P1-K1-B9 

BLASTX 

g3738316 

337 

1.0e-31 

90 

70 

(AC005170) unknown protein [Arabidopsis thaliana] 



31505 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
.NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222547 

LIB3165-034-P1-K1-C10 

BLASTX 

g2865623 

408 

4.0e»40 

93 

85 

(AF045286) 

GDP-4-keto-6-deoxy-D-mannose-3, 5-epimerase-4 -reductase 
[Arabidopsis thaliana] 

222548 

LIB3165-034-P1-K1-C11 

BLASTX 

g20729 

178 

4 . 0e-I3 

67 

57 

(X15190) precursor 



(AA -68 to 337) [Pisum sativum] 



Seq. No. 
Seq. ID 



222549 

LIB3165-034-P1-K1-C12 

BLASTX 

gll81599 

399 

6.0e-39 

110 

72 

(D83007) subunit of photosystem I [Cucumis sativus] 
222550 

LIB3165-034-P1-K1-C3 

BLASTX 

g3269292 

289 

4.0e-26 ' 

74 

69 

(AL030978) putative protein [Arabidopsis thaliana] 
222551 

LIB3165-034-P1-K1-C5 

BLASTX 

gl33867 

477 

5.0e-48 

109 

83 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470_emb_CAA394 38_ (X55967) 
ribosomal protein Sll [Zea mays].. 

222552 

LIB3165-034-P1-K1-C7 



31506 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. . ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g498038 

465 

1.0e-46 

130 

62 

(L33792) 



lipid transfer protein [Senecio odorus] 



222553 

LIB3165-034-P1-K1-C9 

BLASTX 

gl352821 

531 

2.0e-54 

102 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222554 

LIB3165-034-P1-K1-D1 

BLASTX - 

g4249385 

371 

1.0e-35 

104 

67 

(AC005966) T2K10.11 [Arabidopsis thaliana] 
222555 

LIB3165-034-P1-K1-D11 ", : 

BLASTX 

g68200 

503 

4 .Oe-51 

124 

83 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA4 7293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222556 

LIB3165-034-P1-K1-D12 

BLASTX 

gl352821 

677 

2.0e-71 

130 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



31507 



Seq. No. 


222557 


Seq. ID 


LIB3165-034-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g3193285 


BLAST score 


217 


E value 


1.0e-17 


Match length • 


56 


% identity 


70 


NCBI Description 


(AF069298) T14P8.18 < 


Seq. No. 


222558 


Seq. ID 


LIB31 65-034 -P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3121825 


BLAST score 


301 


E value 


2.0e-27 


Match length 


102 


% identity 


69 


NCBI Description 


2-CYS PEROXIREDOXIN ] 




ANTIOXIDANT PROTEIN) 




basl protein [Spinac. 


Seq. No. 


222559 


Seq. ID 


LIB3165-034-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


282 


E value 


3.0e-25 


Match length 


54 


% identity 


98 



(X94219) 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
rdbulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBl' GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222560 

LIB3165-034-P1-K1-D6 

BLASTX - 

gll68408 

169 

6.0e-12 

38 

89 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb_CAA6194 6_ (X89828) 
f ructose-1, 6-bisphosphate aldolase [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



222561 

LIB3165-034-P1-K1-D7 

BLASTX 

g430947 

444 

3.0e-44 
108 



31508 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method * 
NCBI GI 
BLAST score 



81 

(U01103) PSI type III chlorophyll a/b-bindirig protein •* 
[Arabidopsis thaliana] 

222562 

LIB3165-034-P1-K1-D9 

BLASTX 

gl352821 

710 

2.0e-75 

133 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222563 

LIB3165-034-P1-K1-E10 

BLASTX 

gl00490 

573 

2.0e-59 
115 - 
28 

polyubiquitin - garden snapdragon (fragment) 
>gi_16071_emb_CAA48140_ (X67957) ubiquitin [Antirrhinum 
ma jus] 

222564 

LIB3165-034-P1-K1-E11 

BLASTX 

g68200 

323 

5.0e-30 

87 

78 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA4 7293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 

222565 

LIB3165-034-P1-K1-E12 

BLASTX 

g228403 

529 

4.0e-54 

119 

87 

glycolate oxidase [Lens culinaris] 
222566 

LIB3165-034-P1-K1-E2 

BLASTX 

gl781348 

564 



31509 



• 



* 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length - 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



3.ae-58 

119 

89 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 

222567 

LIB3165-034-P1-K1-E3 

BLASTX 

g3914002 

607 

3.0e-63 

128 

91 

MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >gi_293527 9 
(AF033862) Lon protease [Arabidopsis thaliana] 

222568 

LIB3165-034-P1-K1-E5 

BLASTX 

g2129921 

191 

1.0e-14 

36 
100 

hypothetical protein 1 



Madagascar periwinkle >gi_758694 



(U12573) putative [Catharanthus roseus] 
222569 

LIB3165-034-P1-K1-E6 

BLASTX 

g2739046 

167 

1.0e-ll 

90 

38 

.(AF024 652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 

222570 

LIB3165-034-P1-K1-E7 

BLASTX 

gl483563 

423 

1.0e-41 

127 
69 

(X99825) leucine aminopeptidase [ Petroselinum crispum] 
222571 

LIB3165-034-P1-K1-E8 

BLASTX 

g4033838 

298 

4.0e-27 

103 

60 



31510 



NCBI Description (Y1855.0) sigma-like factor [Arabidopsis thaliana] 



Seq. No. 


222572 




LIB31 65-034 -P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2499525 


BLAST score 


260 


E value 


1.0e-22 


M^fr'h 1 pncrth 

l J O L oil J.C11VJ l_ 1 1 


133 


5t i ripntitv 

o x uci i l. x l. _y 


44 


NCBI Descr iot ion 


INTESTINAL SODIUM/DI C ARBOX YLAT E COTRANSPORTER 


(NA( + ) /DICARBOXYLATE COTRANSPORTER) >gi 1663535 (U51153) 




intestinal sodium/dicarboxylate cotransporter [Rattus 




norvegicus ] 


Seq. No. 


222573 


Seq. ID 


LIB3165-034-P1-K1-F1 


Mp1~ hod 


BLASTX 


im f™" k T C-i T 


a 4 4 55225 


RT.A^T crorp 

Diinjl oOL/XG 


237 


F" u3 1 hp 


4 . Oe-20 


IMG L. I l_.il 


56 




71 


NCBI Descriotion 


(AL0354 4 0) putative protein [Arabidopsis thaliana] 


Seq. No. 


222574 


Seq. ID 


LIB3165-034-P1-K1-F10 


Mpt" hoH 


BLASTX 


MPRT (1J 

LN^OX V7 X 


a3603401 


RT.A9T <?rnrp 


300 


TT Vr3 1 UP 


3 . Oe-27 


Ms1~ph 1pnrri"hi 

L i CL I— \_* 11 


74 


% i Hpirt - 1 hv 

D X LIC 1 1 1— X 1— y 


69 


NCBI Description 


(AF083333 ) cinnamyl-alcohol dehydrogenase [Medicago sativa] 


Sea No 


222575 


Seq. ID 


LIB3165-034-P1-K1-F12 


Method . 


BLASTX 


NCBI GI 


g430947 




429 


R v^i 1 hp 

i-j VC1XUC 


2 . 0e-42 


Mat~ph 1 pnerth 


106 


% "i Hpn t" 1 1" v 


80 


LN \^ U J. LVCO W X X k»* X v 1 1 


( U0 1103 ) PS I type III chlorophyll a/b-binding protein 




[Arabidopsis thaliana] 


Seq. No. 


222576 


O C ^ • X u 


LIB31 65-034 -P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3121825 


BLAST score 


339 


E value 


7.0e-32 


Match length 


127 


% identity 


64 


NCBI Description 


2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 


ANTIOXIDANT PROTEIN) >gi_1498247_einb_CAA63910_ (X94219) 




basl protein [Spinacia oleracea] 



• 31511 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222577 

LIB3165-034-P1-K1-F3 

BLASTX 

gl352821 

593 

1.0e-61 

119 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222578 

LIB3165-034-P1-K1-F5 
BLASTX 
glOOblb 
236 

8.0e-20 
54 
85 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M5544 9) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

222579 

LIB3165-034-P1-K1-F6 
BLASTX 
g289920 
604 

6.0e-63 
123 

0 tr . 93 . 

NCBI Description c:a (L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
■Match length 
% identity 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222580 

LIB3165-034-P1-K1-F7 

BLASTX 

g289920 

614 

4.0e-64 

115 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



222581 

LIB3165-034-P1-K1-F8 

BLASTN 

g3108329 

117 

2.0e-59 



31512 



Match length 

% identity 

NCBI Description 



117 
100 

Gossypium barbadense clone pXP3-50 repetitive DNA sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222582 

LIB3165-034-P1-K1-G1 

BLASTX 

g430947 

320 

9.0e-30 

83 

80 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222583 

LIB3165-034-P1-K1-G10 

BLASTX 

g37 47111 

226 

1.0e-18 

67 
63 

(AF095641) MTN3 homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222584 

LIB3165-034-P1-K1-G12 

BLASTX 

g2791423 

197 

3.0e-15 

64 

56 

(AL021185) bcp [Mycobacterium tuberculosis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222585 

LIB3165-034-P1-K1-G3 

BLASTX 

g3420239 

349 . - 

4.0e-33 

70 

96 

(AF059484) actin [Gossypium hirsutum] 



Seql* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222586 

LIB3165-034-P1-K1-G4 

BLASTX 

g2979553 

184 

1.0e-13 

82 

44 

(AC003680) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



222587 

LIB3165-034-P1-K1-G7 



31513 



Method 


BLAST X 


NCBI GI 


g3928543 


BLAST score 


465 


E value 


1.0e-46 


Match lencrth 


114 


% identitv 


71 


NCBI Description 


(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 




thaliana ] 


Seq. No. 


222588 


Seq. ID 


LIB3165-034-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2979553 


BLAST score 


183 


E value 


1 . Oe-13 


Match length 


82 


% identity 


43 


NCBI Description 


(AC003680) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


222589 


Seq. ID 


LIB31 65-034 -P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g482311 


BLAST score 


128 


E value 


3.0e-14 


Match length 


67 


% identity 


63 , 


NCBI Description 


photosystem II oxygen-evolving complex protein 1 - rice 



(strain Nihonbare)' ,>gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



Seq. No. 


222590 


Seq. ID 


LIB3165-034-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g4324714 


BLAST score 


407 


E value 


4.0e-40 


Match length 


90 


% identity 


89 


NCBI De s c rip t ion 


- ( AF1 10771 ) - ammonium transporter [Arabidopsis - thai i ana ] - 


Seq. No. 


222591 


Seq. ID 


LIB3165-034-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


408 


E value 


5.0e-40 


Match length 


81 


% identity 


99 


NCBI Description 


RIBULOSE BIS PHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi'_4 50505_emb_CAA38026_ , (X54 091 ) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 222592 

Seq. ID LIB3165-034-P1-K1-H12 



31514 



Method 


BLASTX 


NCBI GI 


gll81599 




356 


F 1 hp 


5 , Oe-34 


M^"f~fhi 1 pnrr1~h 
no luii xciiy lji 


99 




71 




(D83007) subunit of Dhotosvstem I rCucumis sativusl 


Spn No 


222593 


Seq. ID 


LIB31 65-034 -PI -K1-H2 


Method 


BLASTX 


NCBI GI 


g4262250 




286 


1 IIP 

£j value 


8 . Oe-26 


Mafph 1 PTi("Tt*h 

L J a. 1— 1 i ICll'J Ltl 


91 


& "i Hpnt" "i t* v 

o -i- u i> x y 


70 


NPRT Dpsrrinfi nn 

V* Vw> I-/ J- L> ^ \^ J L. k-/ ^XUll 


(AC006200) putative aldolase [Arabidopsis thaliana] 


Q £-J f 1 N O 
k^J ^ V*-^ • L i \— / * 


222594 


O C • A.U 


LIB31 65-034 -P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g4406530 




340 


P va 1 np 
Ej v a. -L Li c; 


6.0e-32 


Mat rh 1 pencil - !"! ~ j 


115 


% "i Hpnt "i t v 


63 


Vi \s LJ -L UCOUi LLIL1UU 


f AF1 ? fiff 7 0 1 rnhi <?rn afHvasp TViana radiatal 


Sea- No 


222595 


Seq. ID 


LIB3 165-03 4 -P1-K1-H4 


Mpt hod 


BLASTX 


NCBI GI 


g289920 


BLAST score 


594 


E value 


9.0e-62 


Match length 


124 


% identity 


90 


NCBI Description 


(L07119) chlorophyll A/B binding protein [Gossypium 




hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222596 - 

LIB3165-034-P1-K1-H8 

BLASTX 

gl352821 

402 

2.0e-39 

81 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



222597 
LIB3165-034- 
BLASTX 
g2879867 



P1-K2-A1 



31515 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393 

3.0e-38 

105 

70 

(AL021816) 40s ribosomal protein S17 [Schizosaccharomyces 
pombe] 

222598 

LIB3165-034-P1-K2-A11 

BLASTX 

gl352821 

324 

2.0e-30 

63 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222599 

LIB31 65-034 -P1-K2 -A3 

BLASTX 

g.1706261 

418 

2.0e-41 
84 

8.8 

CYSTEINE PROTEINASE 2 PRECURSOR >gi_2118129_pir S59598 

cysteine proteinase 2 precursor - maize 

>gi_644490_dbj_BAA08245_ (D45403) cysteine proteinase [Zea 
mays] 

222600 

LIB3165-034-P1-K2-A4 

BLASTX 

gll68411 

525 

1.0e-53 . 

137 

80 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
222601 

LIB3165-034-P1-K2-A6 

BLASTX 

g461501 

347 

1.0e-60 

131 

90 

FRUCTOSE-BISPHOSPHATE ALDOLASE 2, CHLOROPLAST 

>gi_418803_pir S29048 f ructose-bisphosph^te aldolase (EC 

4.1.2.13) - garden pea (fragment) 



Seq. No. 



222602 



31516 



Seq. ID 


LIB3165-034-P1-K2-A7 ^ . 


Method 


BLASTX 


NCBI GI 


gl354515 


BLAST score 


177 


E value 


2.0e-13 


Match length 


68 


% identity 


60 


NCBI Description 


(U55837) carbonic anhydrase [Populus tremula x Populus 




tremuloides ] 


Seq . No . 


222603 


Seq. ID 


LIB3165-034-P1-K2-A8 


Method 


BLASTX 


NCBI GI 


gl00200 


BLAST score 


594 


E value 


8.0e-62 


Match length 


128 


% identity 


67 


NCBI Description 


chlorophyll a/b-binding protein type I precursor - tomato 


Seq. No. 


222604 


Seq. ID 


LIB31 65-034 -P1-K2-A9 


Method 


BLASTX 


NCBI GI 


g3158474 


BLAST score 


255 - 


E" value 


5.0e-22 


Match length 


68 


% identity 


76 


NCBI Description 


(AF067184) aquaporin 1 [Samanea saman] 


Seq. No. 


222605 


Seq. ID 


LIB3165-034-P1-K2-B1 


Method 


BLASTX 


NCBI GI 


gl21953 


BLAST score 


172 


E value 


3.0e-12 


Match length 


39 


% identity 


87 


NCBI Description 


HISTONE HI >gi 81905 pir S00033 histone Hl.b - garden pea 




>gi_20762_emb_CAA29123_ (X05636) HI histone (AA 1-263) 




[Pisum sativum] 


Seq. No. 


222606 


Seq. ID 


LIB3165-034-P1-K2-B10 


Method 


BLASTX 


NCBI GI 


g81857 


BLAST score 


215 


E value 


2.0e-17 


Match length 


42 


% identity 


90 


NCBI Description 


IgE-dependent histamine-releasing factor homolog - alfalfa 




(fragment) >gi_19658_emb_CAA4 534 9_ (X63872) translationally 




controlled tumor protein [Medicago sativa] 


Seq. No. 


222607 


Seq. ID 


LIB3165-034-P1-K2-B2 


Method 


BLASTX 



31517 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll68411 
.141 

7.0e-09 

65 

54 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
222608 

LIB3165-034-P1-K2-B3 

BLASTX 

g3914940 

307 

3.0e-28 

111 

61 

SEDOHEPTULOSE-l,7-BISPHOSPHATASE CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1,7) P2ASE) 
>gi_2529376 (L76556) sedoheptulose-1 , 7-bisphosphatase 
[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222609 

LIB3165-034-P1-K2-B5 

BLASTX 

gl29867 

360 

8.0e-37 

78. 
88 

CYTOCHROME B6-F COMPLEX SUBUNIT 4 (17 KD POLYPEPTIDE) 
>gi_2 924273_emb_CAA77425_ (Z00044)' cytochrome b/f complex 
subunit IV [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222610 

LIB3165-034-P1-K2-B6 

BLASTX 

g228210 

572 

3.0e-59 

130 

81 

granule-bound starch synthase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



222611 

LIB3165-034-P1-K2-B9 

BLASTX 

g3738316 

33.0 

8.0e-31 ■ 

88 

70 

(AC005170) unknown protein [Arabidopsis thaliana] 
222612 

LIB3165-034-P1-K2-C10 

BLASTX 

g2865623 

387 



31518 



E value 
Match length- 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-37 

92 

82 

(AF045286) 

GDP-4-keto-6-deoxy-D-mannose-3, 5-epimerase-4 -reductase 
[Arabidopsis thaliana] 

222613 

LIB3165-034-P1-K2-C11 

BLASTX 

g20729 

270 

7.0e-24 

87 

66 

(X15190) precursor (AA -68 to 337) [Pisum sativum] 
222614 

LIB3165-034-F1-K2-C12 

BLASTX 

gl363479 

362 

1.0e-34 
98 

73 ' 

photosystem I protein psaL - cucumber 

>gi_801740_dbj_BAA09047_ (D50456) PsaL [Cucumis sativus] 
222615 

LIB3165-034-P1-K2-C3 

BLASTX 

g3269292 

291 

2.0e-26 
76 

(AL030978) putative protein [Arabidopsis thaliana] 
222616 

LIB3165-034-P1-K2-C5 . _ 

BLASTX 

gl66867 

258 

1.0e-22 

82 

63 

(J05216) ribosomal protein Sll (probable start codon at bp 
67) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



222617 

LIB3165-034-P1-K2-C7 

BLASTX 

g498038 

451 

5.0e-45 

121 

65 



31519 



NCBI . Description 



(L33792) lipid transfer protein [Senecio odorus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222618 

LIB3165-034-P1-K2-C9 

BLASTX 

gl352821 

548 

2.0e-56 

115 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



oeq • ino . 


£. & £* V J. .7 




LIB31 65-034 -PI -K2-D1 




RT.A^TX 


MfDT (IT 


^4^4 ^ JO J 


RT.A9T cjpnTA 


385 


F. vfl 1 np 

ill VQXUC 


3.0e-37 


Match length 


116 


% identity 


63 


NCBI Description 


(AC005966) , T2K10.11 [Arabidopsis thaliana] 


Seq. No. 


222620 


Seq. ID 


LIB3165-034-P1-K2-D11 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


442 1 


E value 


4 .Oe-44 


Match length 


109 


% identity 


83 


NCBI. Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 


Seq. No. 


222621 


Seq. ID 


LIB3165-0.34-P1-K2-D12 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


682 


E value 


5.0e-72 


Match length 


139 


% identity 


94 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI . 
BLAST score 
E value 
Match length 



222622 

LIB3165-034-P1-K2-D5 

BLASTX 

gl352821 

491 

9.0e-50 
96 



31520 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222623 

LIB3165-034-P1-K2-D7 

BLASTX 

g430947 

318 

1.0e-29 

83 

80 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

222624 

LIB3165-034-P1-K2-D9 

BLASTX 

gl352821 

709 

3.0e-75 

139 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222625 

LIB3165-034-P1-K2-E1 

BLASTX 

g4490332 

162 . ' * 

4.0e-ll 

67 

54 - - - 

(AL035656) putative protein [Arabidopsis thaliana] 
222626 

LIB3165-034-P1-K2-E10 

BLASTX 

g3335355 

268 

6.0e-24 

66 

21 

(AC004512) Match to polyubiquitin DNA gb_L05401 from A. 
thaliana. Contains insertion of mitochondrial NADH 
dehydrogenase gb_ L X82618 and gb_X98301. May be a pseudogene 
with an expressed insert. EST gb_AA586248 comes from this 
region. [Arabi 



Seq. No. 



222627 



31521 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

■BLAST score 

E . value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-034-P1-K2-E11 

BLASTX 

gll68411 

271 

5.0e-24 

76 

75 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 



CHLOROPLAST PRECURSOR 



222628 

LIB3165-034-P1-K2-E12 

BLASTX 

g228403 

522 

3.0e-53 

120 

85 

glycolate oxidase [Lens culinaris] 
222629 

LIB3165-034-P1-K2-E2 

BLASTX 

g2407279 

451 

3.0e-45 

101 

84 

(AF017362) aldolase [Oryza sativa] 
222630 

LIB3165-034-P1-K2-E3 

BLASTX 

g3914002 

646 

8.0e-68 

137 

91 

MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >gi_2935279 
(AF0338 62) Lon protease [Arabidopsis thaliana]- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



222631 

LIB3165-034-P1-K2-E5 

BLASTX 

g2129921 

178 

6.0e-13 

36 

94 

hypothetical protein 



1 - Madagascar periwinkle >gi_758694 



(U12573) putative [Catharanthus roseus] 
222632 

LIB31 65-034 -P1-K2-E6 

BLASTX 

g2739046 

167 

1.0e-ll 



31522 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity^ . 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 
38 

(AF024 652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 

222633 

LIB3165-034-P1-K2-E7 

BLASTX 

gl483563 

328 

9.0e-31 

97 

70 

(X99825) leucine aminopeptidase [Petroselinum crispum] 
222634 

LIB3165-034-P1-K2-E8 

BLASTX 

g4033838 

345 

1.0e-32 

123 

59 

(Y18550) sigma-like factor [Arabidopsis thaliana] - 
222635 

LIB3165-034-P1-K2-E9 " 

BLASTX 

g2499525 

246 

5.0e-21 

122 

46 

INTESTINAL SODIUM/DICARBOXYLATE COTRANSPORTER 

(NA(+) /DICARBOXYLATE COTRANSPORTER) >gi_1663535 (U51153) 

intestinal sodium/dicarboxylate co.transporter [Rattus 

norvegicus] 



Seq. No. 


222636 


Seq. ID 


LIB3165-034-P1-K2-F1 


Method 


BLASTX 


NCBI GI 


g4455225 


BLAST score 


399 


E value 


7.0e-39 


Match length 


93 


% identity 


73 


NCBI Description 


(AL035440) putative protein 


Seq. No. 


222637 


Seq. ID 


LIB3165-034-P1-K2-F10 


Method 


BLASTX 


NCBI GI 


g3603401 


BLAST score 


300 


E value 


2.0e-27 


Match length 


74 


% identity 


69 


NCBI Description 


(AF083333 ) cinnamyl-alcohol 



31523 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222638 

LIB3165-034-PL-K2-F12 

BLASTX 

g430947 

413 

1.0e-40 

103 

81 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

222639 

LIB31 65-034 -P1-K2-F2 

BLASTX 

g3121825 

365 

7.0e-35 

117 

69 

2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_1498247_emb_CAA63910_ (X94219) 
basl protein. [Spinacia oleracea] * 

222640 

LIB3165-034-P1-K2-F3 

BLASTX 

gl352821 

543 

9.0e-56 

105 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-^bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate ' carboxylase [Gossypium hirsutum] 

222641 

'LIB3165-034-P1-K2-F5 
BLASTX 
gl00616 
286 

1.0e-25 

64 

86 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1 , 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



222642 

LIB3165-034-P1-K2-F6 

BLASTX 

g289920 

605 



31524 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-63 

124 

92 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

222643 

LIB3165-034-P1-K2-G1 

BLASTX 

g430947 

320 

9.0e-30 

83 
80 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

222644 

LIB3165-034-P1-K2-G10 

BLASTX 

gl619602 

242 ■ 

2.0e-20 

73 ' 
58 

(Y08726) MtN3 [Medicago truncatula] 
222645 

LIB3165-034-P1-K2-G12 ■■ 

BLASTX 

g279142'3 

215 

3.0e-17 

73 

55 

(AL021185) bcp [Mycobacterium tuberculosis] 
222646 

LIB3165-034-P1-K2-G3 . 

BLASTX 

gll3217 

267 

1.0e-23 

50 

100 

ACTIN 1 >gi_100149_pir S07002 actin 1 - carrot 

222647 

LIB3165-034-P1-K2-G4 

BLASTX 

g2979553 

189 

3.0e-14 

87 

43 

{AC003680) hypothetical protein [Arabidopsis thaliana] 



31525 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222648 

LIB3165-034-P1-K2-G7 

BLASTX 

g3928543 

37 6 

3.0e-36 

96 

70 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222649 

LIB3165-034-P1-K2-G8 

BLASTX 

g2979553 

194 

7.0e-15 

88 

42 

(AC003680) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. . ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222650 

LIB3165-034-P1-K2-H1 

BLASTX 

g4324714 

37-2 

6.0e-36 

89 

83 

(AF110771) ammonium transporter [Arabidopsis thaliana] 
222651 

LIB3165-034-P1-K2-H11 

BLASTX 

gl352821 

529 

4.0e-54 

107 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222652 

LIB3165-034-P1-K2-H12 

BLASTX 

gll81599 

397 

7.0e-39 

110 

72 

(D83007) subunit of photosystem I [Cucumis sativus] 



Seq. No. 
Seq. ID 



222653 

LIB31 65-034 -P1-K2-H2 



31526 



Z 2 



Method 


BLASTX 


NCBI GI 


g4262250 


DT 7\ C T 1 crrira 
OJ-irlO 1 bLUic 
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75 


MPDT noQpri r^*f~ i on 
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Qprr Mn 

<J *w* • L^l W ■ 


222654 


Seq. ID 


LIB3 165-0 34 -P1-K2-H3 


Method 


BLASTX 


NCBI GI 


g4406530 


RT.A9T qrnrp 
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222655 

£—t 4L« \J t+J 




T.TR31 65-f)34-Pl-K'?-H4 


Method 


RT.A9TX 


NCBI GI 


g289920 


BLAST score 


405 
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222656 
c* \j -j \j 


OC^t J- u 


LIR31 65-034 -P1-K2-H6 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


355 


E value 


5.0e-34 


Match length 


68 


% identity 


99 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 



(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222657 

LIB3165-034-P1-K2-H8 

BLASTX 

gl352821 

402 

2.0e-39 

81 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir 1 _RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



31527 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.. 

Se T q. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



222658 

LIB3165-034-P1-K3-A1 

BLASTX 

gl350944 

391 

6.0e-38 

80 

96 

4 OS RIBOSOMAL PROTEIN S17 
222659 

LIB3165-034-P1-K3-A11 

BLASTX 

gl352821 

657 

4.0e-69 

122 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222660 

LIB3165-034-P1-K3-A3 

BLASTX 

gl706261 

438 

2.0e-43 

87 

90 

CYSTEINE PROTEINASE 2 PRECURSOR >gi_2118 12 9_pir S59598 

cysteine proteinase 2 precursor - maize 

>gi_644490_dbj_BAA08245_ (D45403) cysteine proteinase [Zea 
mays] 

222661 

LIB3165-034-P1-K3-A4 

BLASTX 

g68200 

607 

3.0e-63 

146 

84 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 

222662 

LIB3165-034-P1-K3-A6 

BLASTX 

gl781348 

738 

1.0e-78 

151 

92 



'31528 



NCBI Description 



(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 


222663 


Seq. ID 


LIB3165-034-P1-K3-A7 


Mp"r h nH 


BLASTX 
■ 1 1 11—1 . 1 j. 


MfDT (IT 


n1 ?S4 M S 


DT Z\ Q T QfOTfi 
Diinul OUUI C 


94 ^ 


i_j Vu 1 UC 


1 . Oe-20 


Maffh 1 o pi Pt p h 
L v iaLLli Icily Lll 


1 99 

X «c 




4fi 


NPRT Dp^rri ot" i on 


\ v J J u ' / v^ui. v^ii cx 1 ii 1 y -L. 




t" TPTTIll 1 0 "i Ha<? 1 


Seq. No. 


222664 


JCL|. X L/ 


LIB3 165-034 -PI -K3-A8 


L*lC L.1 1UU 


RT.A9TY 


IN D X ol 




dt,7\ on 1 crnrp 


9QD 


17" TT 3 1 11Q 

£j VdlUc 




ndLLii xciicjl.ii 


1 7 S 

X / J 


"i Hpnt"i 1"u 

o 1UCHL1 Ly 


55 


MPRT Dp s ct "i nt" i on 


phi oronhvl 1 a /b-hi ndi nci 


^Iprr Mo 


222665 


Seq. ID 


LIB31 65-034 -P1-K3-B1 


Method 


BLASTX 


NPRT HT 

LNL«D1 OX 


ct121 QS^ 


DlirlO 1 OLUIC 


1 ftl 
X O X 


TJ 1 Tra 1 no 


q np-1 ? 


Ma+rh 1 onrrt" h 


49 


Sr i Hanf i f v 


O D 


LNCDX UcbLiiptlUll 


n x o i win Ej n x xyi oi?uj ljxx 




>ai 20762 emb CAA29123 




TPi^um sat ivuml 


kj C VJ • 1>" w . 


222666 


Seq. ID 


LIB3165-034-P1-K3-B10 


Method 


BLASTX 


IN D X OX 


rr81 8S7 - 


DiinO 1 oCCXt: 


91 S 

£ X w> 


E value 


9 rip-i 7 


Mra *p p* h 1 o pi rr "t" Pi 

LMClUL.li Lll 


49 


9fc "lp1o'0't"T't~W 




MPRT Hd c pt i t-\ 4- t /-\ 70 
LN^DX UcbUI XpuxvJIl 


xyHi Ucpencient nio uaiuinc 




(fraoment) >ai 19658 emb 




controlled tumor protein 


Seq. No. 


222667 


Seq. ID 


LIB3165-034-P1-K3-B11 


Method 


BLASTX 


NCBI GI 


gl076627 


BLAST score 


514 


E value 


3.0e-52 


Match length 


132 


% identity 


77 



I precursor - tomato 



(X05636) HI histone (AA 1-263) 



NCBI Description inorganic pyrophosphatase (EC 3.6.1.1) - common tobacco 



31529 



m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_790479_emb_CAA58701_ (X83730) inorganic pyrophosphatase 
[Nico'tiana tabacum] 

222668 

LIB3165-034-P1-K3-B3 

BLASTX 

gll73345 

228 

5.0e-19 

82 

59 

SED0HEPTUL0SE-1, 7 -BIS PHOSPHATASE CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1,7) P2ASE) 

>gi_1076403_pir S51838 sedoheptulose-1, 7-biphosphatase - 

Arabidopsis thaliana >gi_786466__bbs_159034 (S74719) 
sedoheptulose-1, 7-bisphosphatase, SBPase {EC 3.1.3.37} 
[Arabidopsis thaliana, C24, Peptide Chloroplast, 393 aa] 
[Arabidopsis thaliana] 

222669 

LIB3165-034-P1-K3-B5 

BLASTX 

gl29867 

582 

3.0e-60 

110 

100 

CYTOCHROME B6-F COMPLEX SUBUNIT 4 (17 KD POLYPEPTIDE) 
>gi_2924273_emb_CAA77 425_ (Z00044) cytochrome b/f complex 
subunit IV [Nicotiana tabacum] ■ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match" length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222670 

LIB3165-034-P1-K3-B6 

BLASTX 

g2833388 

637 

1.0e-66 

150 

79 

GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_629660_pir S43341 ADPglucose — starch 

glucosyltransf erase (EC 2.4.1.21) precursor - cassava 
>gi_437042_emb_CAA52273_ (X74160) starch (bacterial 
glycogen) synthase [Manihot esculenta] 

222671 

LIB3165-034-P1-K3-B8 

BLASTX 

gl31167 

192 

6.0e-15 

87 

54 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_100292_pir S18348 photosystem I chain II precursor 

wood tobacco >gi_19748_emb_CAA42623_ (X60008) PSI-D2 



31530 



[Nicotiana sylvestris] 



Seq. No. 


222672 


Seq. ID 


LIB31 65-034 -P1-K3-C10 


Method 


BLASTX 


NCBI GI 


g2865623 


BLAST score 


581 


E value 


4.0e-60 


Match length 


132 


% identity 


84 


NCBI Description 


(AF045286) 




GDP- 4 -keto-6-deoxy-D-iuannose-3/ 5-epinierase-4-reductas< 




[Arabidopsis thaliana] 


Seq. No. 


222673 


Seq. ID 


LIB3165-034-P1-K3-C11 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


443 


E value 


5.0e-44 


Match lencrth 


118 


9t i Hpnt i 1" v 


76 


NCBI Description 


(X15190) precursor (AA -68 to 337) [Pisum sativum] 


Seq. No. 


222674 


Seq. ID 


LIB31 65-034 -P1-K3-C12 


Method 


BLASTX 


NCBI GI 


gll81599 


BLAST score 


454 


E value 


3.0e-45 


Match lpncrth 


119 


% i Hpnt i r v 


75 


NCBI Description 


(D83007) subunit of photosystem I [Cucumis sativus] 


Seq. No. 


222675 


Seq. ID 


LIB3165-034-P1-K3-C3 


Method 


BLASTX 


NCBI GI 


g3269292 


BLAST score 


-289 


E value 


5.0e-26 


Match length 


74 


% identity 


69 


NCBI Description 


(AL030978) putative protein [Arabidopsis thaliana] 


Seq. No. 


222676 


Seq. ID - 


LIB31 65-034 -P1-K3-C5 


Method 


BLASTX 


NCBI GI 


gl33867 


BLAST score 


584 


E value 


2.0e-60 


Match length 


128 


% identity 


87 


NCBI Description 


40S RIBOSOMAL PROTEIN Sll >gi 82722 pir S16577 ribos- 




protein Sll - maize >gi_22470_emb_CAA394 38_ (X55967) 




ribosomal protein Sll [Zea mays] 


Seq. No. 


222677 



31531 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-034-P1-K3-C9 

BLASTX 

gl352821 

599 

3.0e-62 

118 

93 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


222678 




LTB3165-034-P1-K3-D1 


Mot* hoH 




NPRT (IT 


a4249385 


BLAST score 


407 


ill Vdi Lie 


9 . 0e _ 4 0 


Matrh 1 ofirrth 

L Id L \_^li x cny L. 11 


125 


9; i Hpn t" i t v 

O -L UC1 i U X L. y 


62 


1NUD1 UCOVylXpilUll 


fACOOSQGG} T2K10 11 TArabidoosis thalianal 


Seq. No. 


222679 


Seq. ID 


LIB3165-034-P1-K3-D11 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST, score 


577 


E value 


1.0e-59 


Match length 


141 


% identity 


83 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 


Seq. No. 


222680 


Seq. ID 


LIB3165-034-P1-K3-D12 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


746 


E value 


2.0e-79 


Match length 


147 


% identity 


95 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4,1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222681 

LIB3165-034-P1-K3-D2 
BLASTX 
g3193285 
.356 
9.0e-34 
97 
67 

(AF069298) T14P8.18 gene product [Arabidopsis thaliana] 



31532 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222682 

LIB3165-034-P1-K3-D4 

BLASTX 

g3121825 

378 

2.0e-36 

117 

72 

2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_14 98247_emb_CAA63910_ (X94219) 
basl protein [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222683 

LIB3165-034-P1-K3-D5 

BLASTX 

gl352821 

667 

3.0e-70 

122 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir_RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor-- upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222684 

LIB3165-034-P1-K3-D6 

BLASTX 

gll68408 

251 

2.0e-21 

56 

91 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb_CAA6194 6_ (X89828) 
f ructose-1, 6-bisphosphate aldolase [Pisum sativum] 



Seq.- No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222685 - 

LIB3165-034-P1-K3-D7 

BLASTX 

g430947 

486 

5.0e-49 

120 

81 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



222686 

LIB3165-034-P1-K3-D9 

BLASTX 

gl352821 

738 

1.0e-78 
139 



31533 



% identity 96 

NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



O C q • IN (J . 


992681 

c* \J \J f 


Corf T H 


LllD J 1 U J W J *i IT X I\ ~J Hi J- 


Me tnoa 








DlJiiO X v_. W J_ C 


198 


P 1 lip 
j_j value 


3 . Oe-15 


Match length 


78 


% identity 


55 


NCBI Description 


(AL035656) putative protein [Arabidopsis thaliana] 


Seq. No. 


222688 


Seq. ID 


LIB3165-O34-P1-K3-E10 


Method 


BLASTX 


NCBI GI 


gl800281 


BLAST score 


680 


E value 


9.0e-72 


Match length 


136 


% identity 


22 


NCBI Description 


(U82086) polyubiquitin [Fragaria x ananassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222689 

LIB3165-034-P1-K3-E11 

BLASTX 

g68200 

421 

2.0e-41 

108 

80 

f ructose-bisphosphate aldolase (EC 4.1.2.13) 
chloroplast - spinach >gi_22633_emb_CAA4 7293_ 



precursor, 
(X66814) 



f ructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222690 

LIB3165-034-P1-K3-E12 

BLASTX 

g228403 

618 

2.0e-64 

135 

88 

glycolate oxidase [Lens culinaris] 



Seq. No. 222691 

Seq. ID LIB3165-034-P1-K3-E2 

Method BLASTX 

NCBI GI gl781348 

BLAST score ' 54 5 

E value 5.0e-56 

Match length 119 

% identity 87 



31534 



NCBI Description 



(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 


222692 


Seq. ID 


LIB3165-034-P1-K3-E3 


Mpt" h nH 

L JC< LUUU 


BLASTX 
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MPRT Dp^rrintion 
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Seq. No. 


222693 


Seq. ID 


LIB3165-034-P1-K3-E5 






MPRT PT 


n-91 29921 
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£j V Gl X U. C 
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1*1 a I. Oil XoliyL.il 
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| Ul£< J / J j pULdLl vC [_\_^a.L.lIdXCillL.li.LiC> iUuCUO J 


Seq. No. 


222694 


Seq. ID 


LIB3165-034-P1-K3-E6 


Mot - hr>H 


RT.ASTX 


MPRT PT 

LN O D X OX 


Lj ^. ' J Jut U 


curio 1 oLUI c 


x y sj 


Hi V d X Lit? 


1 . Oe-15 


Ma ^ ('"> Vi 1 anrf'hh 
riciLoii itJiiyuii 


1 02 




•J o 


MPRT Dp^rrinMon 


(AF024 652) polyphosphoinositide binding protein Ssh2p 




[UiyLlllC ILLCIAJ 


Seq. No. 


222695 


OCI^ i XL/ 
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rle UIlvJU 


RT A9TY 
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MPRT np<5rri i on 
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Seq. No. 


222696 


Seq. ID 


LIB3165-034-P1-K3-E8 


Method 


BLASTX 


NCBI GI 


g4033838 


BLAST score 


386 


E value 


3.0e-37 


Match length 


134 


% identity 


60 


NCBI Description 


(Y18550) sigma-like factor [Arabidopsis thaliana] 


Seq. No. 


222697 



31535 



Seq. ' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-034-P1-K3-E9 " ' 

BLASTX 

g2499525 

287 

1.0e-25 

147 

44 

INTESTINAL SODIUM/ DICARBOXYLATE COTRANSPORTER 

(NA(+) /DICARBOXYLATE COT RAN S PORTER) >gi_1663535 (U51153) 

intestinal sodium/dicarboxylate cotransporter [Rattus 

norvegicus] 



Seq. No. 


222698 


Seq. ID 


LIB3165-034-P1-K3-F1 


uC LUUU 




MP RT (Z T 
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222 699 


Seq. ID 


LIB3165-034-P1-K3-F10 


Method 


BLASTX ' " . 


IN \^ o 1 OX 
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61 

U X 


Klf'RT PlDCpri r^*h i on 
lN*w D 1 UcoLl 1|JL JLUll 


( AFP, ft "^1 \ pinnaniul -alrnhnl HeahwH' 


Seq. No. 


222700 


Seq. ID 


LIB3165-034-P1-K3-F12 


Method 


BLASTX 


NCBI GI 


g430947 


BLAST score 


458 


E value. 


9.0e-46 


Match length 


114 


% identity 


81 - - • 


NCBI Description 


(U01103) PSI type III chlorophyll 




[Arabidopsis thaliana] 


Seq. No. 


222701 


Seq. ID 


LIB3165-034-P1-K3-F2 


Method 


BLASTX 


NCBI GI 


g3121825 


BLAST score 


360 


E value 


3.0e-34 


Match length 


114 


% identity 


71 



NCBI Description 



2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_14 98247_emb_CAA63910_ (X94219) 
basl protein [Spinacia oleracea] 



Seq. No. 
Seq. ID 



222702 

LIB3165-034-P1-K3-F3 



31536 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX • 

gl352821 

655 

8.0e-69 

122 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222703 

LIB3165-034-P1-K3-F5 

BLASTX 

gl00616 

270 

1.0e-23 

60 

87 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 v (M5544 9) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

222704 

LIB3165-034-P1-K3-F6 

BLASTX 

g289920 

540 

5.0e-69 

139 

90 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222705 

LIB3165-034-P1-K3-F7 

BLASTX 

g289920 

718 

3.0e-76 

138 

96 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222706 

LIB3165-034-P1-K3-G1 

BLASTX 

g430947 

455 

2.0e-45 

113 

81 

(U01103) PSI type III chlorophyll a/b-binding protein 



31537 



[Arabidopsis thaliana] 



Seq. No. 


222707 


Seq. ID 


LIB3165-034-P1-K3-G10 
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D T ACT crrira 
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Cj val Lie 


3 Oe-22 
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Seq. No. 


222708 


Seq. ID 


LIB3165-034-P1-K3-G12 
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Seq. No. 


222709 


Seq. ID 


LIB31 65-034 -P1-K3-G3 


Method 


BLASTX 


NCBI GI 


gl703108 


BLAST score 


554 


E value 


5.0e-57 


Match length 


103 


% identity 


99 


NCBI Description 


ACTIN 2/7 >gi 2129525 pir S71210 actin 2 - 



thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 


222710 


Seq. ID 


LIB3165-034-P1-K3-G4 


Method 


BLASTX 


NCBI GI 


g2 97 9553 


BLAST score 


201 


E value 


1.0e-15 


Match length 


90 


% identity 


43 


NCBI Description 


(AC003680) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


222711 


Seq. ID 


LIB3165-034-P1-K3-G7 


Method 


BLASTX 


NCBI GI 


g3928543 


BLAST score 


573 


E value 


3.0e-59 


Match length <VaV ** 


136 


% identity 


73 


NCBI Description 


(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 



thaliana] 



31538 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



...Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



222712 

LIB3165-034-P1-K3-G8 

BLASTX 

g2979553 

223 

3.0e-18 

110 

41 

(AC003680) hypothetical protein [Arabidopsis thaliana] 
222713 

LIB3165-034-P1-K3-G9 

BLASTX 

gl31384 

224 

1.0e-18 

68 

69 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_8 1934_pir S04132 

photosystem II oxygen-evolving complex protein 1 precursor 
- garden pea >gi_20621_emb_CAA33408_ (X15350) precursor (AA 
-81 to 248) [Pisum sativum] >gi_344004_dbj_BAA02554_ 
(D13297) precursor for 33-kDa protein of photosystem II 

[Pisum sativum] >gi_226937_prf 1611461A 02 evolving 

complex 33kD protein [Arachis hypogaea] 

222714 

LIB3165-034-P1-K3-H1 

BLASTX 

g4324714 

437 

2.0e-43 

96 

89 

(AF110771) ammonium transporter [Arabidopsis thaliana] 
222715 

LIB3165-034-P1-K3-H11 

BLASTX 

gl352821 

569 

9.0e-59 

109 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222716 

LIB3165-034-P1-K3-H2 

BLASTX 

g4262250 

445 



31539 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length*" 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-44 

126 

75 

(AC006200) putative aldolase [Arabidopsis thaliana] 
222717 

LIB3165-034-P1-K3-H3 

BLASTX 

g3914605 

392 

5.0e-38 

130 

62 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase - 
apple tree >gi_415852_emb_CAA7 9857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestical 

222718 

LIB3165-034-P1-K3-H4 

BLASTX 

g289920 

184 

2.0e-21 

73 

66 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

222719 

LIB3165-034-P1-K3-H6 
BLASTX 
gl352821 
670 
• 1.0e-70 
130 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222720 

LIB3165-034-P1-K3-H8 

BLASTX 

gl352821 

403 

3.0e-39 

118 

78 

RIBULOSE BISPHOSPHATE "CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 



31540 



ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222721 

LIB3165-034-P1-K4-A1 

BLASTX 

gl33825 

400 

5.0e-39 

108 

71 

40S RIBOSOMAL PROTEIN S17 >gi_7 1199_pir R4HU17 ribosomal 

protein S17 - human >gi_337501 (M13932) ribosomal protein 
S17 [Homo sapiens] >gi_337503 (M18000) S17 ribosomal 
.protein [Homo sapiens] >gi_4506693_ref_NP_001012 . l_pRPS17__ 
ribosomal protein S17 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222722 

LIB3165-034-P1-K4-A11 

BLASTX 

gl352821 

503 

4.0e-51 

97 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


222723 


Seq. ID 


LIB3165-034-P1-K4-A3 


Method 


BLASTX 


NCBI GI 


g67656 


BLAST score 


191 


E value 


5.0e-16 


Match length 


52 


% identity 


70 


NCBI Description 


aleurain (EC 3.4.22.-) precursor - 


Seq. No. 


222724 


Seq. ID 


LIB3165-034-P1-K4-A4 


Method 


BLASTX 


NCBI GI 


g68200 


BLAST score 


510 


E value 


5.0e-52 


Match length. 


124 . 


% identity 


84 


NCBI Description 


f ructose-bisphosphate aldolase (EC 



- barley 



chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



222725 

LIB3165-034-Pl-K4-rA6 - 

BLASTX 

gl69039 

617 



31541 



E value 2.0e-64 

Match length 126 

% identity 92 

NCBI Description (M97477) aldolase [Pisum sativum] 

Seq. No. 222726 

Seq. ID LIB3165-034-P1-K4-A7 

Method BLASTX 

NCBI GI gl354515 

BLAST score 255 

E value 5.0e-22 

Match length 125 

% identity 4 9 

NCBI Description (U55837) carbonic anhydrase [Populus tremula x Populus 



tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222727 

LIB3165-034-P1-K4-A8 

BLASTX 

gl00200 

603 

7.0e-63 

127 

68 

chlorophyll a/b-binding protein type I precursor 
222728 

LIB3165-034-P1-K4-A9 
BLASTX * " - ' 
g3158474 
183 

1.0e-13 

53 

70 

(AF067184) aquaporin 1 [Samanea saman] 



- -tomato 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222729 

LIB3165-034-P1-K4-B1 

BLASTX 

gl6314 

147 

2.0e-09 

32 

94 

(X62456) histone Hl-1 [Arabidopsis thaliana] 
222730 

LIB3165-034-P1-K4-B10 

BLASTX 

g81857 

215 

2.0e-17 
42 

90 * 
IgE-dependent histamine-releasing factor homolog - alfalfa 
(fragment) >gi_19658_emb_CAA45349_ (X63872) translationally 
controlled tumor protein [Medicago sativa] 



31542 



Sea No 


222731 


Seq. ID 


LIB3165-034-P1-K4-B11 


Method 


BLASTX 


NCBI GI 


a2653446 




380 


R vfl 1 hp 

L_i V CI J- Li ~ 


1 . 0e-36 


Match length 


97 


% i Hpni" i tv 

O -L. 11 u X 1- y 


74 


\^ U ^ J—/ O V-^ J* «J- ^* -1- %■/ X 1 


(AB009077) proton pyre 


Sea No. 


222732 


Seq. ID 


LIB31 65-034 -P1-K4-B2 


Method 


BLASTX 


NCBI GI 


g68200 


BLAST score 


248 


E value 


3. Oe-21 


Msi - r , h lenrr+'h 


88 


O XUCll L J. L y 


6 4 


NCBI Description 


f ructose— bisphosphate 




rhl nrnnl asf — ^Di n^rh 




"Ffiipi" nsp- h "i t ?nhn < ?iDhat' e 


Seq. No. 


222733 


Seq. ID 


LIB3165-034-P1-K4-B3 


Method 


BLASTX 


NCBI GI 


g3914940 


BLAST score 


335 


E value 


2.0e-31 


Match length 


116 


% identity 


-63 



1.2.13) precursor, 



NCBI Description 



SED0HEPTUL0SE-1, 7 -BIS PHOSPHATASE CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) ( SED (1,7) P2ASE) 
>gi_2529376 (L76556) sedoheptulose-1 , 7-bisphosphatase 
[Spinacia oleracea] 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222734 

LIB3165-034-P1-K4-B5' 

BLASTX 

g82437 

477 

4.0e-48 

88 

100 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 17K 
protein short form - barley chloroplast (fragment) 
>gi_1617032_emb_CAA32269_ (X14107) petD [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222735 

LIB3165-034-P1-K4-B6 

BLASTX 

g228210 

563 

4.0e-58 

126 

81 

granule-bound starch synthase [Solanum tuberosum] 



31543 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222736 

LIB3165-034-P1-K4-B8 

BLASTX 

gl31167 

374 

5.0e-36 

124 

66 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT II. PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_100292_pir S18348 photosystem I chain II precursor 

wood tobacco >gi_19748_emb_CAA42623_ (X60008) PSI-D2 
[Nicotiana sylvestris] 



Seq. No. 


222737 


Seq. ID 


LIB31 65-034 -P1-K4-B9 


Method 


BLASTX 


NCBI GI 


g3738316 


BLAST score 


319 


E value 


1.0e-29 


Match length 


82 


% identity 


73 


NCBI Description 


(AC005170) unknown protein [Arabidopsis thaliana] 


Seq. No. 


222738 


Seq. ID 


LIB31 65-034 -P1-K4 -CIO 


Method 


BLASTX 


NCBI GI 


g2865623 


BLAST score 


4 61 


E value 


3. Oe-46 


Match length 


106 


% identity 


84 


NCBI Description 


(AF045286) 




GDP-4-keto-6-deoxy-D-mannose-3, 5-epimerase- 4 -reductase 




[Arabidopsis thaliana] 


Seq. No. 


222739 


Seq. ID 


LIB3165-034-P1-K4-C11 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


323 


E value 


5. Oe-30 


Match length 


94 


% identity 


70 


NCBI Description 


(X15190) precursor (AA -68 to 337) [Pi sum sativum] 


Seq. No. 


222740 


Seq. ID 


LIB3165-034-P1-K4-C12 


Method 


BLASTX 


NCBI GI 


gll81599 


BLAST score 


374 


E value .> 


5.0e-36 


Match length 


103 


% identity 


72 


NCBI Description 


(D83007) subunit of photosystem I [Cucumis sativus] 
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NCBI GI 
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O C ^ • IN • 


222744 


o 


cpn t n 


LTR3 165-03 4 -P1-K4-C9 


□ 


Method 


BLASTX 




NCBI GI. 


gl352821 




BLAST score 


' 495 




E value 


3.0e-50 , ^ 




Match length 


96 




% identity 


97 - - 




NCBI Description 


RIBUL0SE BIS PHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISC0 SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length- 

% identity 

NCBI Description 



222745 

LIB3165-034-P1-K4-D1 

BLASTX 

g4249385 

367 

3.0e-35 

102 

69 

(AC005966) T2K10.11 [Arabidopsis thaliana] 



Seq. No. 



222746 



31545 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-034-P1-K4-D10 

BLASTX 

gl781348 

139 

5.0e-09 

35 

77 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222747 

LIB3165-034-P1-K4-D11 

BLASTX 

g68200 

476 

5.0e-48 

117 

84 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47 293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 

Seq. ID-" 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222748 

LIB3165-034-P1-K4-D12 

BLASTX 

gl352821 

640 

3.0e r 67* 

125 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 

NCBI GI ' • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222749 

LIB3165-034-P1-K4-D2 
BLASTX 

g3193285 - • 

266 

3.0e-23 

74 

65 

(AF069298) T14P8.18 gene product [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222750 

LIB3165-034-P1-K4-D4 

BLASTX 

g3121825 

262 

7.0e-23 

94 

66 

2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_14 98247_emb_CAA63910_ (X94219) 
basl protein [Spinacia oleracea] 



31546 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222751 

LIB3165-034-P1-K4-D5 

BLASTX 

gl352821 

523 

2.0e-53 

99 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54 091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222752 

LIB3165-034-P1-K4-D6 

BLASTX 

gll68408 

145 

4.0e-09 

31 

94 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927 507_emb_CAA6194 6_ (X89828) 
f ructose-1, 6-bisphosphate aldolase [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



222753 

LIB3165-034-P1-K4-D7 

BLASTX 

g430947 

411 

2.0e-40 

101 

81 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

222754 

LIB3165-034-P1-K4-D9 

BLASTX 

gl352821 

674 

3.0e-71 

126 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222755 

LIB3165-034-P1-K4-E10 

BLASTX 

gl00490 



31547 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



573 

2.0e-59 

115 

28 

polyubiquitin - garden snapdragon (fragment) 
>gi_16071_emb_CAA48140_ (X67957) ubiquitin [Antirrhinum 
ma jus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222756 

LIB3165-034-P1-K4-E11 

BLASTX 

g68200 

318 

2.0e-29 

86 

78 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chlorpplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222757 

LIB3165-034-P1-K4-E12 

BLASTX 

g228403 

498 

1.0e-50 

112 
86 

glycolate oxidase [Lens culinaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222758 

LIB3165-034-P1-K4-E2 

BLASTX 

gl781348 

564 

3.0e-58 

119 

89 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] - - - - - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222759 

LIB3165-034-P1-K4-E3 

BLASTX 

g3914002 

594 

8.0e-62 

123 

92 

MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >gi_293527 9 
(AF033862) Lon protease [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



222760 

LIB31 65-034 -P1-K4-E6 

BLASTX 

g2739046 

150 



31548 
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BLASTX 


NCBI GI 


gl483563 
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Xj V GLX Li " 
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Cprj Mo 


222762 


Sea ID 


LIB31 65-034 -P1-K4-E8 


Method 


BLASTX 


NCBI GI 


g4033838 


Diinul ov—L'XC: 
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i v Ja.Lcn xenyun 
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a94 QQS?^ 


BLAST score 


246 


E value 
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Match length 
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Sen No 

fcj C VJ • Li) W • 


222764 


O ~ "s-J • XL** 


LIB3165-034-P1-K4-F1 

UxiJJXU J XT X XV 1 X X 


Method 


BLASTX 


NCBI GI 


g4455225 


RT.A9T crnrp 


346 


F 1 no 
o val Lie? 


1 . Oe-32 


Ma +* /""Vi 1 ono"f~n 

ITJCl L L*ll -LtJllyLll 
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9t i Hp nt 1 1 v 
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WPRT Do err i nt* "i on 


/AT.n3S44n^ ni ll'P'h'ivp nrnt*Pi n rAf^hi Hon <5 1"h^1 i ana 1 
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Sea No 


222765 


Seq. ID 


LIB31 65-034 -P1-K4-F10 


Method 


BLASTX 


NCBI GI 


g3603401 


BLAST score 


3.00 


E value 


2.0e-27 


Match length 


74 


% identity 


69 



31549 



NCBI Description 



(AF083333) cinnamyl -alcohol dehydrogenase* [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222766 

LIB3165-034-P1-K4-F12 

BLASTX 

g430947 

401 

4.0e-39 

99 

81 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

222767 

LIB3165-034-P1-K4-F2 

BLASTX 

g3121825 

306 

5.0e-28 

101 

69 

2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN). >gi_14 98247_emb_CAA63910_ (X94219) 
basl protein [Spinacia oleracea] 

222768 

LIB3165-034-P1-K4-F3 

BLASTX 

gl352821 

557 

2.0e-57 

111 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulbse-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3 802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 



222769 

LIB3165-034-P1-K4-F5 

BLASTX 

gl00616 

222 

4.0e-18 

50 

88 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No.. 
Seq. ID 
Method 
NCBI GI 



222770 

LIB3165-034-P1-K4- 

BLASTX 

g289920 



F6 



31550 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



566 

2.0e-58 

115 

92 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222771 

LIB3165-034-P1-K4-F7 

BLASTX 

g289920 

619 

9.0e-65 

115 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222772 

LIB3165-034-P1-K4-G1 

BLASTX 

g430947 

403 

2.0e-39 

99 " ' 

81 

(U01103) PSI type III chlorophyll a/b-binding protei 
[Arabidopsis thaliana] 



Seq. No. 


222773 


Seq. ID 


LIB3165-034-P1-K4-G10 


Method 


BLASTX 


NCBI GI 


gl619602 


BLAST score 


207 


E value 


2.0e-16 


Match length 


60 


.% identity 


- 62 


NCBI Description 


(Y08726) MtN3 [Medicago truncatula] 


Seq. No. 


222774 - • 


Seq. ID 


LIB3165-034-P1-K4-G12 


Method 


BLASTX 


NCBI GI 


g2791423 


BLAST score 


189 


E value 


2.0e-14 


Match length 


60 


% identity 


57 . -' 


NCBI Description 


(AL021185) bcp [Mycobacterium tuberculosis] 


Seq. No. 


222775 


Seq. ID 


LIB3165-034-P1-K4-G3 


Method 


BLASTX 


NCBI GI 


g4139264 


BLAST score 


432 


E value 


8.0e-43 


Match length 


81 


% identity 


100 



31551 



NCBI Description 



(AF111812) actin [Brassica napus] 



Seq. No. 222776 

Seq. ID LIB3165-034-P1-K4-G4 

Method BLASTX 

NCBI GI g2979553 

BLAST score 173 

E value 2.0e-12 

Match length 76 

% identity 45 

NCBI Description (AC003680) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 222777 

Seq. ID LIB3165-034-P1-K4-G7 

Method BLASTX 

NCBI GI g3928543 

BLAST score 459 

E value 6.0e-46 

Match length 114 

% identity 71 

NCBI Description (AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 


222778 




Seq. ID 


LIB3165-034 


-P1-K4-G8 


Method 


BLASTX 




NCBI GI 


g2979553 




BLAST score 


186 . 




E value 


6.0e-14 




Match length 


82 




% identity 


44 




NCBI Description 


(AC003680) 


hypotheti 


Seq. No. 


222779 




Seq.. ID 


LIB3165-034 


-P1-K4-H1 


Method 


BLASTX 




NCBI GI 


g4324714 




BLAST score 


499' 




E value 


1.0e-50 




Match length 


117 




% identity 


84 




NCBI Description 


(AF110771) 


ammonium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222780 

LIB3165-034-P1-K4-H11 

BLASTX 

gl352821 

468 

5.0e-47 

91 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >g.i_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



31552 



. Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length. 
v % identity 
* NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222781 

LIB3165-034-P1-K4-H12 

BLASTX 

gll81599 

490 

1.0e-49 

126 

76 

(D83007) subunit of photosystem I [Cucumis sativus] 
222782 

LIB3165-034-P1-K4-H2 

BLASTX 

g4262250 

381 

8.0e-37 

111 

74 

(AC0062U0) putative aldolase [Arabidopsis thaliana] 
222783 

LIB3165-034-P1-K4-H3 

BLASTX 

g4406530 

310 

2.0e-28 

108 

62 

(AF126870) rubisco activase [Vigna radiata] 
222784 

LIB3165-034-P1-K4-H6 

BLASTX 

gl352821 

500 

9.0e-51 

95 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_279581_pir_kKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222785 

LIB3165-034-P1-K4-H8 

BLASTX 

gl352821 

402 

3.0e-39 

96 

84 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



31553 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI. GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222786 

LIB3165-034-P1-K5-A1 

BLASTX 

gl350944 

329 

5.0e-31 

69 

93 

4 OS RIBOSOMAL PROTEIN S17 
222787 

LIB3165-034-P1-K5-A11 

BLASTX 

gl352821 

522 

2.0e-53 

100 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



JCtjf IN U . 




Seq. ID 


LIB3165-034-P1-K5-A4 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


504 


E value 


3.0e-51 


Match length 


122 


% identity 


84 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST ! 


Seq. No. 


222789 


Seq. ID 


LIB31 65-034 -P1-K5-A6 


Method 


BLASTX 


NCBI GI ' 


gl69039 


BLAST- score 


614 


E value 


4.0e-64 


Match length 


130 


% identity 


90 


NCBI Description 


(M97477) aldolase [Pisum sativum] 


Seq. No. 


222790 


Seq. ID 


LIB3165-034-P1-K5-A7 


Method 


BLASTX 


NCBI GI 


gl354515 


BLAST score 


238 


E value 


4.0e-20 


Match length 


122 


% identity 


48 


NCBI Description 


(U55837) carbonic anhydrase [Populus tremula* 




tremuloides] 


Seq. No. 


222791 



31554 



Seq. ID 


LIB3165-034-P1-K5-A8 


Method 


BLASTX 


NCBI GI 


gl00200 


BLAST score 


474 


E value 


5 . Oe-48 


Match length 


91 


% identity 


68 


NCBI Description 


chlorophyll a/b-binding 


Seq. No. 


222792 


Seq. ID 


LIB3165-034-P1-K5-A9 


Method 


BLASTX 


NCBI GI 


g3158474 


BLAST score 


192 


E value 


1.0e-14 


Match length 


58 


% identity 


67 


NCBI Description 


(AF067184) aquaporin 1 


Seq. No. 


222793 


Seq. ID 


LIB3165-034-P1-K5-B10 


Method 


BLASTX 


NCBI GI 


g81857 


BLAST score 


211 


E value 


6.0e-17 


Match length 


42" 


% identity 


88 


NCBI Description 


IgE-dependent histamine- 



I precursor - tomato 



[Samanea saman] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(fragment) >gi_19658_emb_CAA4534 9_ (X63872) translationally 
controlled tumor protein [Medicago sativa] 

222794 

LIB3165-034-P1-K5-B11 

BLASTX 

g2827755 

370 

2.0e-35 

97 

73 

INORGANIC PYROPHOSPHATASE, VACUOLAR (PYROPHOSPHATE 
PHOSPHOHYDROLASE) (PPASE) >gi_951323 (U31467) 
pyrophosphatase [Vigna radiata] 

222795 

LIB3165-034-P1-K5-B2 

BLASTX 

g68200 

198 

2.0e-15 

75 

59 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gij22633_emb_CAA4 7293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 
Seq. ID 



222796 

LIB3165-034-P1-K5-B3 



31555 



Method 


RT Q CTY 


NCBX Oil 
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E value 
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ft Q 


% ioentity 


X U U 
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NL/bi uescripuion 
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9997QA 


qo/-t t n 

oetj . 1 U 


T TR^I fiS-H^4-Pl -KS-Rfi 


Method 


BLASTX 


NCBI GI 


g228210 


dLi/io 1 score 


^7 9 


E value 


j . ue 0 j 


Puff **» +— /-* V*\ 1 T"\ y^f 4~ V"\ 

Mdtcn xengun 




3" T /"J T^l 4" *1 ^17 

t> laenLity 


ft 1 

O JL 


inldi uescrxpuion 


uianuic JJUUiiu oL.cix.Oii oy iii-iiciot; |_ ouxchilxill i_ ujjcx ^jouxllj 


oeg . no ■ 


9997 QQ 






Method 




bx 


gi 0 1 1 0 / 


DLi/io 1 score 


9 94 


Jli ValUc 


9 Hp-1 ft 


Match, length 
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% identity 


52 


jnudi uescription 
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[ LNXCULlalla SyXVcSUXXSJ 


0 e q . ln 0 . 


999ftnn 

O \J\J 


oeq. x u 


T TR^I fiR-0^4-Pl -PCR -RQ 


Mp1~ hnH 


BLASTX 


NCBI GI 


g3738316 


BLAST score 


141 


E value 


5.0e-09 - 


Match length 


39 * • 


% identity 


72 


NCBI Description 


(AC005170) unknown protein [Arabidopsis thaliana] 
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Seq. No." 
Seq. ID 
Method 
NCBI GI 



222801 

LIB3165-034-P1-K5-C10 

BLASTX 

g2865623 



oiinu i DtrUic 


385 




i_i VOX uc 


2.0e-37 




L Jd llh xciiy Lll 


90 






82 




NCRT Dp^criot ion 


(AF045286) 






GDP-4-keto-6-deoxy-D-mannose-3 / 5 -epimerase- 4 -reductase 




rAT"^h*i Hrinc?! *5 i anal 




O C VJ • IN \J . 


222802 




C orr T n 


LIB31 65-034 -P1-K5-C11 




L v Ic UI1UU 


BLASTX 




MPRT 


g20729 




Oijno 1 O v_* ^ -L c 


332 




T Tra 1 no 
Hi val Lie 


4.0e-31 




Mflfrh ipnoth 


99 




St i Hpnt" i t* v 


70 




NCBI Description 


(X15190) precursor (AA ^68 


to 337) [Pisum sativum] 


Seq.. No. 


222803 




Seq. ID 


LIB3165-034-P1-K5-C12 




Method 


BLASTX 




NCBI GI 


gl363479 




BLAST score 


366 




E value 


5.0e-35 




Match length 


99 




% identity 


74 




NCBI Description 


photosystem I protein psaL 


- cucumber 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length - 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq % ID 



>gi_801740_dbj_BAA09047_ (D50456) PsaL [Cucumis sativus] 
222804 

LIB3165-034-P1-K5-C3 

BLASTX 

g3269292 

271 

6.0e-24 

72 

68 

(AL030978) putative protein [Arabidopsis thaliana] 
222805 

LIB3165-034-P1-K5-C5 

BLASTX 

gl33867 

469 

4 .Oe-47 

107 

84 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 

222806 

LIB3165-034-P1-K5-C7 



31557 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g498038 

356 

4.0e-34 

96 

64 

(L33792) 



lipid transfer protein [Senecio odorus] 



222807 

LIB3165-034-P1-K5-C9 

BLASTX 

gl352821 

339 

5.0e-32 

94 

80 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222808 

"LIB3165-034-P1-K5-D1 
BLASTX 
g4249385 

360 <~ 

2.0e-34 

104 

65 

(AC005966) T2K10.11 [Arabidopsis thaliana] 
222809 

LIB3165-034-P1-K5-D10 

BLASTX 

gl781348 

14.1 

3.0e-09 

35 

83 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 

222810 

LIB3165-034-P1-K5-D11 

BLASTX' 

gll68411 

502 

5.0e-51 

124 

83 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
222811 

LIB3165-034-P1-K5-D12 

BLASTX 

gl352821 



31558 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI'GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



674 

4.0e-71 

130 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222812 

LIB31 65-034 -P1-K5-D2 

BLASTX 

g3193285 

270 

8.0e-24 

76 

64 

(AF069298) T14P8.18 gene product [Arabidopsis thaliana] 
222813 

LIB31 65-034 -P1-K5-D4 

BLASTX 

g3121825 

311 

1.0e-28 

121 

64 

2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_14 98247_emb_CAA63910_ (X94219) 
basl protein [Spinacia oleracea] 

222814 

LIB3165-034-P1-K5-D5 

BLASTX 

gl352821 

605 

5.0e-63 

118- 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222815 

LIB3165-034-P1-K5-D6 

BLASTX 

gll68408 

175 

1.0e-12 
38 

92 . „ 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb_CAA61946_ (X89828) 



31559 



f ructose-1, 6-bisphosphate aldolase [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222816 

LIB3165-034-P1-K5-D7 

BLASTX 

g430947 

423 

9.0e-42 

103 

82 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222817 

LIB3165-034-P1-K5-D9 

BLASTX 

gl352821 

688 

8.0e-73 

128 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

. ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505__emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Se<q. No. 


222818 


Seq. ID 


LIB3165-034-P1-K5-E10 


Method 


BLASTX 


NCBI GI 


g3603456 


BLAST score 


538 


E value 


3.0e-55 


Match length 


109 


% identity 


30 


NCBI Description 


(AF088848) polyubiquitin [Capsicum chinense 


Seq. No. 


222819 


Seq. ID 


LIB3165-034-P1-K5-E11 


Method 


BLASTX - 


NCBI GI 


gll68411 


BLAST score 


332 


E value 


4.0e-31 


Match length 


89 


% identity 


79 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST 


Seq. No. 


222820 


Seq. ID 


LIB3165-034-P1-K5-E12 


Method 


BLASTX 


NCBI GI 


g228403 


BLAST score 


512 


E value 


' 4 .0e-52 


Match length 


115 


% identity 


86 


NCBI Description 


glycolate oxidase [Lens culinaris] 



31560 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222821 

LIB3165-034-P1-K5-E2 

BLASTX 

gl781348 

544 

6.0e-56 

119 

87 

(Y10380) homologous to plastidic aldolases 
tuberosum] 



[Solanum 



01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST -score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match .length - 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222822 

LIB31 65-034 -P1-K5-E3 

BLASTX 

g3914002 

571 

4.0e-59 

120 

91 

MITOCHONDRIAL LON PROTEASE H0M0L0G 1 PRECURSOR >gi_2 93527 9 
(AF0338 62) .Lon protease [Arabidopsis thaliana] 



222823 

LIB3165-034-P1-K5-E5 

BLASTX 

g2129921 

184 

1.0e-13 

36 

97 

hypothetical protein 



1 - Madagascar periwinkle >gi_758 694 



(U12573) putative [Catharanthus roseus] 
222824 

LIB3165-034-P1-K5-E6 
.BLASTX 
g2739046 

162 • v 

4.0e-ll 

89 

37 

(AF024 652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 

222825 

LIB3165-034-P1-K5-E7 

BLASTX 

g231536 

383 

1.0e-37 

115 

73 

CYTOSOL AMINOPEPTIDASE (LEUCINE AMINOPEPTIDASE) (LAP) 
(LEUCYL AMINOPEPTIDASE) (PROLINE AMINOPEPTIDASE) (PROLYL 

AMINOPEPTIDASE) >gi_99683_pir S22399 leucyl aminopeptidase 

(EC 3.4.11.1) - Arabidopsis thaliana 

>gi_16394_emb_CAA45040_ (X63444) leucine aminopeptidase 



31561 



[Arabidopsis thaliana] >gi_4115380 (AC005967) putative 
leucine aminopeptidase [Arabidopsis thaliana] 



O 



y § 

m 



Seq. No. 


222826 


O CV-J ■ X U 


LTB31 65-034 -P1-K5-E8 


netnou 
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oeq . wo . 


O9OO9-7 


Seq. ID 


LIB3 165-0 34 -P1-K5-E9 


Method 


BLASTX 


NCBI GI 


g2499525 


R T Zi C T" 1 ororp 

IJXj.rtO 1 o OUi. c 


°42 


E value 
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i nfp<?1"in3l qoHi nm /Hi rarhoxvlat'P cotransDorter TRattus 




norvpaini < ?l 


Seq. No. 


222^28 


ucvj . X U 


IllDJlUJ VJJ*± tX JAJ L X 
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MPRT Ho o r* y i t"> 't~ i nn 
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Seq. No'. 


222829 


Con ' TD 


T.TR31 65-034-P1 -KS-F1 0 




DT.nQTY 

LDXxrlO 1 i\ 


LN L^ D X ol 


yjouj4ui 




300 


E value 


9 fio-97 


Ms +* 1 o t**i it +~ V'i 


1 4 


O -LUCllLlLjr 


69 


NfRT q r*T "i n't* i on 


(AF083333} cinnamvl-alcohol dehvdroaenase TMedicacro satival 


Sea. No. 


222830 ; 


Seq. ID 


LIB3165-034-P1-K5-F12 " 


Method 


BLASTX 


NCBI GI 


g430947 


BLAST score 


196 


E value 


3.0e-30 


Match length 


101' 


% identity 


75 


NCBI Description 


(U01103) PSI type III chlorophyll a/b-binding protein 




[Arabidopsis thaliana] 



31562 



n 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222831 

LIB3165-034-P1-K5-F2 

BLASTX 

g3121825 

282 

3.0e-25 

116 

63 

2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_14 98247_emb_CAA63910_ (X94219) 
basl protein [Spinacia oleracea] 

222832 

LIB3165-034-P1-K5-F3 

BLASTX 

gl352'821 

532 

2.0e-54 

107 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase. (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222833 

LIB3165-034-P1-K5-F5 

BLASTX 

gl00616 

243 

1.0e-20 

55 

85 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] ' >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

222834 

LIB3165-034-P1-K5-F6 

BLASTX 

g289920 

600 

2.0e-62 

122 

93 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



222835 

LIB3165-034-P1-K5-G1 

BLASTX 

g430947 

423 

1.0e-41 



31563 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



103 
82 

(U0il03) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

222836 

LIB3165-034-P1-K5-G10 

BLASTX 

gl619602 

217 

1.0e-17 

63 

62 

(Y08726) MtN3 • [Medicago truncatula] 
222837 

LIB3165-034-P1-K5-G12 

BLASTX 

g2791423 

200 

1.0e-15 

67 

55 

(AL021185) bcp [Mycobacterium tuberculosis] 
222838 

LIB3165-034-P1-K5-G3 

BLASTX 

g4139264 

449 

9.0e-45 

84 

100 

(AF111812) actin [Brassica napus] 
222839 

LIB3165-034-P1-K5-G4 

BLASTX 

g2979553 - 

171 " 

3.0e-12 

75 

45 

(AC003680) hypothetical protein [Arabidopsis thaliana] 
222840 

LIB3165-034-P1-K5-G7 

BLASTX 

g3928543 

426 

4.0e-42 

110 

68 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 



222841 



31564 



Seq. ID 

Method. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-034-P1-K5-G8 

BLASTX 

g2979553 

191 

1.0e-14 

98 

40 

(AC003680) 



hypothetical protein [Arabidopsis thaliana] 



222842 

LIB3165-034-P1-K5-G9 

BLASTX 

gl31384 

115 

1.0e-08 

58 

69 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_81934_pir S04132 

photosystem II oxygen-evolving complex protein 1 precursor 
- garden pea >gi_20621_emb_CAA334 08_ (X153.50) precursor (AA 
-81 to 248) [Pisum sativum] >gi_34 4004_dbj_BAA02554_ 
(D13297) precursor for 33-kDa protein of photosystem II 

[Pisum sativum] >gi_226937_prf 1611461A 02 evolving 

complex 33kD protein [Arachis hypogaea] 





Seq. No. 


222843 




.Seq. ID 


LIB3165-034-P1-K5-H1 




Method 


BLASTX 


D 


NCBI GI 


g4324714 


: ■ 


BLAST score 


435 


s 


E value 


2.0e-43 


LJ 


Match length 


92 


PI 


% identity 


9,1 


o 


NCBI Description 


(AF110771) ammonium transporter ^Arabidopsis thaliana] 




Seq. No. 


222844 




Seq. ID 


LIB3165-034-P1-K5-H10 




Method 


BLASTX " 




NCBI GI 


g3687224 




BLAST score 


141 




E value 


1.0e-08 




Match length 


87 




% identity 


46 




"NCBI Description 


(AC005169) putative N-acetyl-gamma-glutamyl-phosphate 






reductase [Arabidopsis thaliana] 




Seq. No. 


222845 




Seq. ID 


LIB3165-034-P1-K5-H11 




Method 


BLASTX 




NCBI GI. 


gl352821 




BLAST score 


537 




E value 


4.0e-55 




Match length 


109 




% identity 


97 



NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



31565 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 
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NCBI Description 


(D83007) subunit of photosystem I [Cucumi, 
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75 


NCBI Description 


(AC006200) putative aldolase [Arabidopsis 
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NCBI Description 


(AF126870) rubisco activase [Vigna radiat, 


OCtj. IN L>> . 


99984 Q 




T.TR^I fi5-n^4-Pl 
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NFPRT fiT 
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121 


% identity 


92 


NCBI Description 


(L07119) chlorophyll A/B binding protein 




hirsutum] 


Seq. No. 


222850 


Seq. ID 


LIB3165-034-P1-K5-H6 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


535 


E value 


8.0e-55 


Match length 


109 


% identity 


95 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 



31566 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222851 

LIB31 65-034 -P1-K5-H8 

BLASTX 

gl352821 

406 

8.0e-40 

88 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222852 

LIB3165-034-P1-K6-A1 

BLASTX 

g2879867 

400 

5.0e-39 

110 

69 

(AL021816) 
pombe] 



40s ribosomal protein S17 [Schizosaccharomyces 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222853 

LIB3165-034-P1-K6-A2 

BLASTX 

g2879867 

390 

8.0e-38 - 

113 

65 

(AL021816) 40s ribosomal protein S17 [Schizosaccharomyces 
pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. .No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



222854 

LIB3165-034-P1-K6-A3 

BLASTX 

gl706261 

438 

2.0e-43 

87 

90 

CYSTEINE PROTEINASE 
cysteine proteinase 



2 PRECURSOR >gi_2118129_pir_ 
2 precursor - maize 



S59598 



>gi_644490_dbj_BAA08245_ (D45403) cysteine proteinase [Zea 
mays] 

222855 

LIB3165-034-P1-K6-A4 

BLASTX 

g68200 

533 



31567 



E value 


1.0e-54 
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NCBI GI 


gl354515 


BLAST score 


287 
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+* Y*OTTn T 1 A T /""I O O 1 ' 

L. X CllLUlUlUC o J 


Cpft Ma 


222858 


C prr T n 


IllDjlUJ VJ J *i XX X.X \J AO 


Method 


BLASTX 


NCBI GI 


gl00200 


DLinOl OL>UlC 


591 


Ej Value 




^ r-i V** "1 w ^ Vi 

i v iaucn leny 


1 9fl 
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ph 1 nrr>nh \/11. a /h-hi nHi nT*r>hp l n "t~ \/np -T dtppii renr — +■ nnis t* o 

OI 1 X UI \J kJi 1 V X X CI/ JJ JJi-llLlXliU k^XUL-CXll L.Vki'v^ X UlCLiliiOUi OwlLlCLL.W 


Cprr Ma 


222859 


Can T H 


T.T-R^I fiR-fl^4-Pl -PCfi-AQ 


Method 


BLASTX 


NCBI GI 


g3158474 


DiinO 1 o O w X <3 


242 


£j ValUc 


9 rip-on 


Maf 1 OT^A"t~Vi 

L v JaLcn lengtn 


fi4 


9t t Hont 1 "J 4- \r 


77 


KlpDT Hocpri nf i r\n 
LNV_,DX UcotlipUlUIl 


^ZiT* i n^'71ft4\ a rri lanori n 1 rQamanoa tsamanl 
|nr UO i 104 / d^-jUdLvL/x Xii x L oaiucii Jca ocuuciiij 


O C • LiU i 


222860 


9pct ID 


LI B3 165-034- PI -K6-B1 


Method 


BLASTX 


NCBI GI 


gl21953 


BLAST score 


181 


E value 


2.0e-13 


Match length 


41 


% identity 


88 


NCBI Description 


HISTONE HI >gi 81905 pir S00033 histone Hl.b - garden pea 



31568 



>gi_2 0 7 62_emb_CAA2 9 1 2 3_ 
[Pisum sativum] 



(X05636) HI histone (AA 1-263) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



222861 

LIB3165-034-P1-K6-B10 

BLASTX 

g81857 

215 

2.0e-17 

42 

90 

IgE-dependent histamine-releasing factor homolog - alfalfa 
(fragment) >gi_19658_emb_CAA4534 9_ (X63872) translationally 
controlled tumor protein [Medicago sativa] / 

222862" 

LIB3165-034-P1-K6-B11 

BLASTX 

g2827755 

425 

5.0e-42 

107 

76 

INORGANIC PYROPHOSPHATASE, VACUOLAR (PYROPHOSPHATE 
PHOSPHOHYDROLASE) (PPASE) >gi_951323 (U31467) 
pyrophosphatase [Vigna radiata] 

222863 

LIB3165-034-P1-K6-B12 

BLASTX 

g730850 

145 

4.0e-09 

126 

29 

SUR2 PROTEIN (SYRINGOMYCIN RESPONSE PROTEIN 2) 

>gi_626942_pir S48533 SUR2 protein - yeast (Saccharomyces 

cerevisiae) >gi_458718 (U07171) Sur2p [Saccharomyces 
cerevisiae] >gi_849215 (U28374) Sur2p: syringomycin 
response protein 2 [Saccharomyces cerevisiae] >gi_178 6173 
(U10427) Syr2p [Saccharomyces cerevisiae] 

222864 

LIB3165-034-P1-K6-B2 

BLASTX 

g68200 

230 

4.0e-19 

89 

60 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
f ructose-bisphosphate aldolase fSpinacia oleracea] . 

222865 

LIB31 65-034 -P1-K6-B3 
BLASTX 



31569 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BIiAST score 

E value 

Match length 

% identity 

NCBI Description 



g3914940 
340 

5.0e-32 

115 

63 

SEDOHEPTULOSE-1, 7-BISPHOSPHATASE CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1,7) P2ASE) 
>gi_2529376 (L76556) sedoheptulose-1, 7-bisphosphatase 
[Spinacia oleracea] 

222866 

LIB3165-034-P1-K6-B5 

BLASTX 

gl29867 

480 

2.0e-48 

93 

97 

CYTOCHROME B6-F COMPLEX SUBUNIT 4 (17 KD POLYPEPTIDE) 
>gi_2924273_emb_CAA77425_ (Z00044) cytochrome b/f complex 
subunit IV [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



222867 

LIB3165-034-P1-K6-B6 

BLASTX 

g228210 

578 

7.0e-60 

133 

80 

granule-bound starch synthase [Solanum tuberosum] 
222868 

LIB3165-034-P1-K6-B8 

BLASTX 

g4263525 

309 

2.0e-28 
92 

•67 

(AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 

222869 

LIB3165-034-P1-K6-B9 

BLASTX 

g3738316 

332 

5.0e-31 

89 

70 

(AC005170) unknown protein [Arabidopsis thaliana] 
222870 

LIB3165-034-P1-K6-C10 

BLASTX 

g2865623 



31570 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



502 

6-0e-51 

117 

83 

(AF045286) 

GDP-4-keto-6-deoxy-D-mannose-3, 5-epimerase-4 -reductase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222871 

LIB3165-034-P1-K6-C11 

BLASTX 

g20729 • 

346 

1.0e-32 

102 

71 

(X15190) precursor (AA 



■68 to 337) [Pisum sativum] 



222872 

LIB3165-034-P1-K6-C12 

BLASTX 

gll81599 : 

303 

9.0e-28 

88 

68 

(D83007) subunit of photosystem I [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222873 

LIB3165-034-P1-K6-C3 

BLASTX 

g3269292 

289 

5.0e-26 

74 

69 

(AL030978) putative protein [Arabidopsis thaliana] 
222874 

LIB3165-034-P1-K6-C5 

BLASTX 

gl33867 

339 

7.0e-32 

112 

62 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_224 70_emb_CAA394 38_ (X55967) 
ribosomal protein Sll [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



222875 

LIB3165-034-P1-K6-C7 

BLASTX 

g.498038 

416 

4.0e-42 
128 



31571 



% identity 

NCBI Description 



64 

(L33792) lipid transfer protein [Senecio odorus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222876 

LIB3165-034-P1-K6-C9 

BLASTX 

gl352821 

531 

2.0e-54 

102 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54 091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 





oeq. no. 


ZZ^O / / 


Q 


Seq. ID 


LIBilDD-0 J4-P1-KD-D1 


.S3. 


Method 


BLASTX 




MOOT C T 






BLAST score 


4 VZ 


rr= 


E value 


j.Uc J -/ 


~i 


Match length 


112 


• a 


% identity 


66 


=■ 

i— £. 
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NCBI Description 


(AC005966) T2K10.11 [Arabidopsis thaliana] 


cn 


Seq. No. 


222878 


s 


Seq. ID 


LIB3165-034-P1-K6-D11 


I 


Method 


BLASTX 


i H 


NCBI GI 


gll68411 


i z 


BLAST score 


519 




E value 


5.0e-53 




Match length 


128 




% identity 


83 


O 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE,^ CHLOROPLAST PRECURSOR 




Seq. No. 


222879 




Seq. ID 


LIB3165-034-P1-K6-D12 - 




• Method 


BLASTX - 




NCBI GI 


gl352821 




BLAST score 


671 




E value 


8.0e-71 




Match length 


133 




% identity 


95 




NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



222880 

LIB3165-034-P1-K6-D2 

BLASTX 

g3193285 

226 

1.0e-18 



31572 
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Seq. ID 


LIB3 165-0 34 -P1-K6-D5 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


579 


E value 


5.0e-60 


Match length 


112 


% identity 


98 



[Arabidopsis thaliana] 



(X94219) 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222884 

LIB31 65-034 -P1-K6-D6 

BLASTX 

gll68408 

173 

2.0e-12 

37 

95 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb_CAA6194 6_ (X89828) 
f ructose-1, 6-bisphosphate aldolase [Pisum sativum] 



Seq. No. 
Seq. ID' 
Method 
NCBI GI 



222885 

LIB3165-034-P1-K6-D7 

BLASTX 

g430947 



31573 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



450 

7.0e-45 

109 

82 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

222886 

LIB3165-034-P1-K6-D9 

BLASTX 

gl352821 

690 

5.0e-73 
131 

95" 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222887 

LIB3165-034-P1-K6-E1 

BLASTX 

g4490332 

142 

9.0e-09 

61 

54 

(AL035656) putative protein [Arabidopsis thaliana] 



222888 

LIB3165 

BLASTX 

g82426 

585 

1.0e-60 

121 

46 

ubiqui-t 
>gi_755 
(171 aa 



-034-P1-K6-E10 



in precursor - barley -(fragment) 
7 63_emb_CAA27751_ (X04133) ubiquitin polyprecursor 
) [Hordeum vulgare] 



Seq. No. 
Seq. ID 



222889 

LIB3165-034-P1-K6-E11 

BLASTX 

g68200 

328 

1.0e-30 

88 

78 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 

222890 

LIB3165-034-P1-K6-E12 



31574 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. n-No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g228403 

490 

1.0e-49 

113 

84 

glycolate oxidase [Lens culinaris] 
222891 

LIB3165-034-P1-K6-E2 

BLASTX 

gl781348 

546 

4.0e-56 

119 

87 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 

222892 

LIB3165-034-P1-K6-E3 

BLASTX 

g3914002 

624 

3.0e-65 

131 

91 

MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >gi_2935279 
(AF033862) Lon protease [Arabidopsis thaliana] 

222893 

LIB3165-034-P1-K6-E5 

BLASTX 

g2129921 

191 

1.0e-14 
36 

100 - 

hypothetical protein 1 - Madagascar periwinkle >gi_758694 
1U 12 5-7-3) putative [Catharanthus roseus] 

222894 

LIB3165-034-P1-K6-E6 

BLASTX 

g2739046 

163 

3.0e-ll 

89 

37 

(AF024652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 

222895 

LIB3165-034-P1-K6-E7 - 

BLASTX 

gl483563 

365 



31575 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GT 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-47 

129 

80 

(X99825) leucine aminopeptidase [Petroselinum crispum] 
222896 

LIB3165-034-P1-K6-E8 

BLASTX 

g4033838 

330 

8.0e-31 

114 

61 

(Y18550) sigma-like factor [Arabidopsis thaliana] 
222897 

LIB3165-034-P1-K6-E9 

BLASTX 

g2499525 

260 

1.0e-22 

133 

44 

INTESTINAL SODIUM /DI C ARBOX YL AT E COTRANSPORTER 

(NA( + ) /DICARBOXYLATE COTRANSPORTER) >gi_1663535 (U51153) 

intestinal sodium/dicarboxylate cotransporter [.Rattus 

norvegicus] 



Seq. -No. 


222898 


Seq. ID 


LIB3165-034-P1-K6-F1 


Method 


BLASTX 


NCBI GI 


g4455225 


BLAST score 


392 


E value 


4.0e-38 


Match length 


91 


% ; identity 


74 


NCBI Description 


(AL035440) putative protein [Arabidopsis thaliana] 


Seq. No. 


222899 


Seq. ID - - 


LIB3165-034-P1-K6-F10 


Method 


BLASTX 


NCBI GI 


gll68728 


BLAST score 


300 


E value 


3.0e-27 


Match length 


112 


% identity 


50 


NCBI Description 


CINNAMYL-ALCOHOL DEHYDROGENASE 1 (CAD); >gi 598071 



cinnamyl-alcohol dehydrogenase 



(L37883) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



222900 

LIB3165-034-P1-K6-F12 

BLASTX 

g430947 

445 

3.0e-44 

110 

80 



31576 



NCBI Description 



(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222901 

LIB3165-034-P1-K6-F2 

BLASTX 

g3121825 

309 

2.0e-28 

103 

69 

2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_14 9824 7_emb_CAA 6391 0_ (X94219) 
basl protein [Spinacia oleracea] 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222902 

LIB3165-034-P1-K6-F3 

BLASTX 

gl352821 

605 

5.0e-63 

120 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222903 

LIB3165-034-P1-K6-F5 

BLASTX 

gl00616 

236 

8.0e-20 

54 

85 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222904 

LIB3165-034-P1-K6-F6 

BLASTX 

g289920 

575 

2.0e-59 

124 

88 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 



222905 

LIB3165-034-P1-K6-F7 
BLASTX 



31577 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g289920 
663 

7.0e-70 

124 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222906 

LIB3165-034-P1-K6-G1 

BLASTX 

g430947 

440 

1.0e-43 

107 

81 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

222907 

LIB3165-034-P1-K6-G10 

BLASTX 

g3747111 

22 9 

6.0e-19 

69 

61 

(AF095641) MTN3 homolog [Arabidopsis thaliana] 
222908 

LIB3165-034-P1-K6-G12 

BLASTX 

g2791423 

217 

1.0e-17 

71 

56 

(AL021185) bcp [Mycobacterium tuberculosis] 

222909 \ 

LIB3165-034-P1-K6-G3 

BLASTX 

gl703115 

420 

2.0e-41 

84 

93 

ACTIN 3 >gi_2129526_pir S68112 actin 3 - Arabidopsis 

thaliana >gi_1145695 (U39480) actin [Arabidopsis thaliana] 
>gi_3236244 (AC004684) actin 3 protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



222910 

LIB31 65-034 -P1-K6-^G4 

BLASTX 

g2979553 

184 



31578 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-13 

82 

44 

(AC003680) hypothetical protein [Arabidopsis thaliana] 
222911 

LIB3165-034-P1-K6-G7 

BLASTX 

g3928543 

453 

6.0e-46 

122 

66 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E* value 

Match length 

% identity 

NCBI Description 



■Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ■ 

NCBI Description 



222912 

LIB3165-034-P1-K6-G8 

BLASTX 

g3257810 

206 

3.0e-16 

126 

37 

(AP000006) 307aa long hypothetical phosphoglycerate 
dehydrogenase [Pyrococcus horikoshii] 

222913 

LIB3165-034-P1-K6-G9 

BLASTX 

g482311 

111 

5.0e-10 

67 
54 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare).- >gi_739292j?rf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 



Seq. No. - 222914- 

Seq. ID LIB3165-034-P1-K6-H1 

Method BLASTX 

NCBI GI g4324714 

BLAST score 459 

E value 6.0e-46 

Match length 128 

% identity 72 

NCBI Description (AF110771) ammonium transporter [Arabidopsis thaliana] 

Seq. No. 222915 

Seq. ID LIB3165-034-P1-K6-H11 

Method BLASTX 

NCBI GI gl352821 

BLAST score 527 

E value 7.0e-54 

Match length 102 

% identity 99 



31579 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222916 

LIB3165-034-P1-K6-H12 

BLASTX 

gll81599 

394 

2.0e-38 

107 

73 

(D83007) subunit of photosystem I 



[Cucumis sativus] 



□ 



-: t 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222917 

LIB3165-034-P1-K6-H2 

BLASTX 

g4262250 

410 

3.0e-40 

117 

75. 

(AC006200) putative aldolase [Arabidopsis thaliana] 
222918 

LIB3165-034-P1-K6-H3 

BLASTX 

g4406530 

350 

4.0e-33 

116 

65 

(AF126870) rubisco activase [Vigna radiata] 
222919 

LIB3165-034-P1-K6-H4 

BLASTX 

g289920 

615 

3.0e-64 

125 

93 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222920 

LIB3165-034-P1-K6-H6 

BLASTX 

gl352821 

450 

7.0e-45 

89 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 



31580 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length- 

% identity 

NCBI Description 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222921 

LIB3165-034-P1-K6-H8 

BLASTX 

gl352821 

379 

1.0e-36 

102 
■71 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222922 

LIB3165-036-P1-K1-A1 

BLASTX 

gl076524 

415 

7.0e-41 ' 

120 

62 

chloroplast outer envelope protein OEP86 precursor - garden 
pea >gi_599958_emb_CAA83453_ (Z31581) chloroplast outer 
envelope protein 86 [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
•Match length 
% identity 
NCBI Description 



222923 

LIB3165-036-P1-K1-A10 

BLASTX 

g3687303 

215 

2.0e-17 

95 " 
41 

(AJ006377) subtilisih-like protease 
esculentum]" 



[Lycopersicon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length" 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



222924 

LIB3165-036-P1-K1-A11 

BLASTX 

g2493689 

287 

8.0e-26 • -v 

5-9 

93 

PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN 

>gi_1070377_emb_CAA63670_ (X93203) 10 kDa phosphoprotein 
[Populus deltoides] >gi_2143326_.emb_CAA73768_ (Y13328) 
lOkDa phosphoprotein [Populus deltoides] 

222925 

LIB3165-036-P1-K1-A12 
BLASTX 



31581 



NUdI Jal 


gi o ji^uo 


bLiAbi score 




E value 


ft . ue ft d 


Match length 


121 


% identity 


73 


jnudi uescripuion 


uarnf\T zip propfqqtmc jtn7VMF PRRpnRQOR fvPFi 




->gi iu / ojoj pir boiii/ cystein proteinase sweet orange 




^>gi djjIod eniD lhao / /zu \tift / / yj j cystein proteinase \oy 




similarity; [Citrus siucnsisj 1200 j*io pirx ^^uoidja 




vascular processing protease [Citrus sinensisj 






beq. iu 


lil bo lDj~U jo rl M Aj 


Metnoa 


DT TS. CTV 


NCBI GI 


g2495365 


BLAST score 


624 


Hj va±ue 


j . ue do 


Match length 


1 z y 


% identity 


y z 


in^.d i UcSCiiption 






neat snocic protein rioco 1— z [Araoiaopsis tnaiianaj 


beq. no. 


z z z y z / 


C ^ n T Pi 

beq. iu 


LIdjIOj UjD rl M 


Method 


BLASTX 


NCBI GI 


g3033513 


biiAb l score 


OCA 


E value 




Match length 


i c\r\ 
1UU 


% identity 


/ U 


NCBI Description 


vArUfiiuboj ruoisco activase [rnaseoius vulgaris j 


beq. jno . 


o o o QO o 


beq. iu 


iilDJlUJ Uju itx I\X nJ 


Method 


OliAb 1 A 


MPTiT PT 
JNk^Dl bJ. 


gz oui j / o 


jDjj/ibi score 




E value 


7.0e-32 


Match length 


88 


% identity 


If 


NCBI Description 


tilrll J_ibNhj — INLJUUlDlirj irKUltjllN ntiVlLiK -^gi ZlZyyij pir bOUUfl / 




ethylene - responsive protein 1 — Para rubber tree 




j*gi izuyji/ ^LYiooZOfij etnyiene lnauciDie protein [rievea 




bras i liens is ] 


beq . jno . 


999Q9Q 

z zz yz y 


beq i u 


LIDjIDj Uj D c 1 r\l i\ i 


Method 


DT 7\ CTY 


MpDT PT 
IN ^ D J. Vj J. 


rr^QI 40nS 


BLAST score 


278 


E value 


2.0e-28 


Match length 


93 


% identity 


78 


NCBI Description 


MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >gi_181658 6 




(U85494) L0N1 protease [Zea mays] 



Seq. No. 



222930 



31582 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-Q36-P1-K1-A9 

BLASTX 

g4490748 

155 

2.0e-10 

36 
67 

(AL035708) 



putative protein [Arabidopsis thaliana] 



222931 

LIB3165-036-P1-K1-B1 

BLASTX 

gl31385 

381 

9.0e-37 

109 

74 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E va'lue 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
-BLAST score 
.E_ value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222932 

LIB3165-036-P1-K1-B12 

BLASTX 

g3834310 

349 

4.0e-33 

71 

94 

(AC0.05679) Similar to Ubiquitin-conjugating enzyme E2-17 KD 
gb_D83004 from Homo sapiens. ESTs gb_T88233, gb__Z24464, 
gb_N37265, gb_H36151, gb_Z34711, gb_AA040983, and gb_T22122 
come from this gene. [Arabidopsis thaliana] 

222933 

LIB3165-036-P1-K1-B3 

BLASTX 

g2924258 

556 

2.0e-57 

131 
82 

(Z00044) RNA polymerase beta 1 ' subunit [Nicotiana tabacum] 
222934 

LIB3165-036-P1-K1-B4 

BLASTX 

g289920 

638 

7.0e-67 

123 

96 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 



222935 

LIB3165-036-P1-K1-B6 



31583 



Method. 


rt qcty 


NCBI GI 


g289920 


BLAST score 


557 


E value 




Match length 


1 9*3 


% identity 




lnudx uescription 


071 1 phi nrnnh\;l 1 Zi/R hi nHi nrr nrnfein fCnc; 1 




nir 5u tum j 






beq. iu 


T TR*}1 £ R — 0*3 6 — PI — Pfl — R7 
IiIDjIDj UJD rlM D / 


Method ■ 


BLASTX 


NCBI GI 


g4406530 


DiinO 1 oLUlc 




ti vaiue 




Match length 


Q *5 


^ laentity 




NCBI Description 


\nC 1Z Do / U ) rUDlSCO aCllvaSc [ Vlyna iaUlalaJ 


o e CJ . IN O • 




oeq. 1U 


LIDjIOj U jD t 1 J\l D-7 


Mot" H oH 




NCBI GI 


gll70898 


BLAST score 


293 


E value 


8.0e-27 


Match length 


74 


% identity 


81 


NCBI Description 


MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 



>gi_629659_pir S4 4167 malate dehydrogenase, mitochondrial 

- cider tree >gi_4 73206_emb_CAA55383_ (X78800) 
mitochondrial malate dehydrogenase [Eucalyptus gunnii] 



Seq. No. 


222938 


Seq. ID 


LIB3165-036-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g228403 


BLAST score 


476 


E value 


6.0e-48 


Match length 


111 


% identity - 


82 


NCBI Description 


glycolate oxidase [Lens culinaris] 


Seq. No. 


222939 


Seq. ID 


LIB3165-036-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g68200 


BLAST score 


456 


E value 


1.0e-45 


Match length 


115 


% identity 


80 


NCBI Description 


f ructose-bisphosphate aldolase (EC 



chloroplast - spinach >gi_22633_emb__CAA47293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 



222940 

LIB3165-036-P1-K1-C4 
BLASTX 



31584 



NCBI GI 


g4406530 


OXxTlO I oLUI c 


152 


TP tra 1 no 


2 . Oe-10 


rlatcn x. fciIlvJL.il 


60 




53 


IN v_,DX Uc J L*X lpUlUH 


(AF126870) rubisco activase [Vigna : 


O C L£ • IN L*i • 


222941 




LIB31 65-03 6-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


503 


TT tt2 1 no 
Hi Value 


4 . Oe-51 




1 OS 


9c i Hpirh "i fu 


10 


MPRT Ho crri Til - i nn 

LN v_, D X UCoOi ipLlUIl 


(X98063}' ool vubicruitin TPinus svlve; 


O C vJ . liU i 


222942 


oeq • x v 


1 ■ 1 H S 1 h^ — IMh — V 1 — K 1 — ( ' M 

LllDJl vJ >_/ _J \J IT X IV X v-/ 


1*1 G L11UL1 


□ Lino x 


HPDT CJ 
LNLvDX Ul 


rr4 2664 

Lj *i -J X vj vj *■! 


nii/io i score 




E value 


4.0e-28 


Match length 


67 


X Lie XI LlLy 


87 


Klf'RT Hacnr i nf "i rtn 
IN L^ D X UcaUIipLlUll 


/flPOOfiQ'^'M nntafi vp ribosp Dhosohati 

i nx*/ \j \j \j _/ «j x y k-* v, ci i_ x v ^ xx j-/ v^o\y uv*j ^ * i (-4 v- ' 




[nl aJJiUUpoio Liiai iai la j 




>ai 4544471 ab AAD22378.1 AC006580 






Seq. No. 


222943 


Seq. ID 


LIB3165-036-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3914603 


BLAST score 


588 


E value 


4 .Oe-61 


Match length 


126 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 

222944 

LIB3165-036-P1-K1-D11 

BLASTX 

g430947 

486 

4.0e-49 

119 

82 

(U01103) PSI type' III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



222945 

LIB3165-036-P1-K1-D12 
BLASTX 



31585 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl781348 
592 

1.0e-61 

120 

93 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% . identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



222946 

LIB3165-036-P1-K1-D2 

BLASTX 

g3850111 

218 

1.0e-17 

72 

54 

(AL033388) hypothetical integral membrane protein, putative 
involvement in lipid metabolism [Schizosaccharomyces pombe] 

222947 

LIB3165-036-P1-K1-D3 

BLASTX 

g2970051 

401 - 

V. Oe-39 

100 

75 

(AB012110) ARG10 [Vigna radiata] 
222948 

LIB3165-036-P1-K1-D4 

BLASTX 

gll68411 

381 

6.0e-37 
100 

80 „ 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 



222949 

LIB3165-036-P1-K1-D5 

BLASTX 

g20559 

497 

2.0e-50 

130 

81 

(X13301) hsp70 (AA 6 



651) [Petunia x hybrida] 



222950 

LIB3165-036-P1-K1-D6 

BLASTX 

g266944 

560 

8.0e-58 

114 

91 



31586 



NCBI Description 



60S RIBOSOMAL PROTEIN L2 (L8) (RIBOSOMAL PROTEIN TL2) 

>gi_71078_pir R5TOL8 ribosomal protein L8, cytosolic - 

tomato >gi_19343_emb_CAA45863_ (X64562) ribosomal protein 
L2 [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222951 

LIB3165-036-P1-K1-D7 

BLASTX 

g!00615 

502 

5.0e-51 

126 

77 

ribulose-bisphosphate carboxylase activase A short form 

precursor - barley >gi_167091 (M55447) ribulose 

1, 5-bisphosphate carboxylase activase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% .'identity 

NCBI Description 



222952 

LIB3165-036-P1-K1-D8 

BLASTX 

g3063392 

386 

2.0e-37 

106 ■ 
75 

(AB012932) Ca2+/H+ exchanger [Vigna radiata] 



Seq. No. 


222953 


Seq. ID 


LIB3165-036-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g4455180 


BLAST score 


255 


E value 


5.0e-22 


Match length 


106 


% identity 


51 


NCBI Description 


(AL035521) putative protein [Arabidopsis thaliana] 


Seq. No. 


222954 


Seq. ID 


LIB3165-036-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g4539351 


BLAST score 


185 


E value 


7.0e-14 


Match length 


51 


% identity 


63 


NCBI Description 


(AL035539) putative protein [Arabidopsis thaliana] 


Seq. No. 


222955 


Seq. ID 


LIB3165-036-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl00200 


BLAST score 


371 


E value 


1.0e-35' 


Match length 


100 


% identity 


72 


NCBI Description 


chlorophyll a/b-binding protein type I precursor - 



31 5 8-7 



Seq. No. 



,222956 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length , 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



LIB3165-036-P1-K1-E4 

BLASTX 

gl352821 

535 

7.0e-55 

101 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

222957 

LIB3165-036-P1-K1-E5 

BLASTX 

g2190551 

272 

4 ,0e-24 

56 

89 

(AC001229) Similar to C. elegans hypothetical protein 
K07C5.6 (gb_Z71181). ESTs gb_H36844 , gb_AA394 956 come from 
this gene. [Arabidopsis thaliana] 

222958 

LIB3165-036-P1-K1-E7 

BLASTX 

g2129538 

299 

3.0e-27 

62 

90 

AT103 protein - Arabidopsis thaliana >gi_1033195 (U38232) 
AT103 [Arabidopsis thaliana] 

222959 ' 
LIB3165-036-P1-K1-F1 

BLASTX ' - - 

gl00616 

419 

3.0e-41 

113 

73 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

222960 

LIB3165-036-P1-K1-F11 

BLASTX 

g4107276 

651 

2.0e-68 



31588 



Matcn lengtn 


lot: 


% identity 


ft Q 
o y 


NCBI Description 


iAyo judj acecyi loa syntnetase tooianum tuoerosuinj. 


beg. no. 


9 9 9 Qfil 


beg. ID 


t s^-n^fi- pi — t<ti — tt9 


Method 


BLASTX 


NCBI GI 


gll81599 


bLiAb i score 


4 91 
fi £ 1 


E value 


z . ue~4 i 


Match length 


119 


ii ■! <-J /-> y\ 4- -i 4-ir 

luenLity 


/ *i 


NCBI Description 


[uojjUvf) suDunii or pnot.osyst.eiu i luucuitiis sativusj 


beq. iNo. 


£. £. c. y D 4. 


Seq. ID 


T TI3*3 1 K^.mC-DI — VI — IT 4 
LltSj J. 00 UJO ir 1~J\1 r 4 


Ma4- V> /-s /-J 

Metnoa 


DliAb J. A 


NCBI GI 


gl353352 


BLAST score 


183 


E value 


1 H^ — l ^ 

i . ue~ij 


Matcn lengtn 


A Q 
4 0 


% identity 


/ 0 


NCBI Description 


(Uoiy/D; alanine aitiinotransxerase t^^^«^yQoiuonas 




reinhardt ii ] 


beq. no. 




Seq. ID 


t td*5i cc; n"5C di ire 
LlbjSlbO — U jD - rl - J\l — r O 


Method 


DT AQTY 

oij/\bIA 


NCBI GI 


g2253415 


BLAST score 


418 


E value 


J . ue-4 1 


Matcn lengtn 


Q 1 
O 1 


% identity 


y u 


Ntoi Description 


(Ac uu / 6i j) stress inaucea cysteine proteinase [jjava 




thuringiaca ] 


C /-t \7/-\ 

o e q . in o . 


99 9 Q 

£ £ c. J D 4 


beq. iu 


t tdii di t/1 cq 


Method 


DT 7\ OTY 
DJjAb 1 A 


MOOT T 

NLbl bl 


gz iz y oyo 


BLAST score 


470 


E value 


3.0e-47 


Match length 


1 1 c 

110 


% identity 


n n 
1 / 


NLtsi Description 


protein Kinase aini v^*- z. / .i. — j ~ AraDiaopsis tnai 




>gi iuj^djj emu laadj jo / ^Ayz / zo j protein Kinase 




[Arabidopsis thaliana] 


beq. no. 


zzz y do 


beq. id 


t tq*31 £c;_n*3£_Di — vi — r^i n 




RT.A^TY 


NCBI GI 


g4406530 


BLAST score 


312 


E value 


1.0e-28 


Match length 


108 


% identity 


62 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 



31589 





999Qfifi 

£> £+ *s \J V 


Seq. ID 


LIB3165-036-P1-K1-G11 


Method 


BLASTX 


MPRT PT 




DT ACT coAyn 

DixH.o i score 


1 7 Q 

X / _7 


E value 


^ np-1 ^ 






i "i Hon!" i f u 

luentity 


o o 


lnl^dx uescripLion 




C /->c XT /-i 

OcCJ . NO . 


999 Qfi7 


Seq. ID 


LIB3165-036-P1-K1-G2 


Method 


BLASTX 


MPRT PT 


rr4 4 M 1 


oijrio i score 


4 n ^ 


E value 


p no— 4 n 

O • Uc 4 U 


Mai" ph lonrrt*h 


86 


4- 1 /"J ^ T"l 4" 1 +*tf 

t> j.aenLJLuy 


Q1 

:? X 


ViK^Dl ucscripLion 


xxynt. narvesL.xrig complex xxa protein, Lnoraeuiu vuiyaiej 


o e q . ln u . 


999 Q fift 

£. £. c. -3 D O 


oeq . j. u 


LilDJiUJ U JU IT JL i\ X 


Method 


BLASTX 


NCBI GI 


gl532135 




94 9 


£j value 


9 n 'o - 9 n 
^ . ue 


M ^ 4- /■> V\ 1 z-\r^ j™r4~ V» 

lYiatcn lenytn 


4 Q 


9t "i Won f t 4~ \r 
t> lUcilLlty 


Q9 


V1PD T HoQ^rinfi r\r\ 

viy^Di uescripuion 


VUfi^fiftzy cnioropicisi. iuixiNri Dinoiriy protein uor4 1 precursor 




LopindCld oieiaceaj 


O fcS q • LN tj . 


999Q6Q 

£. Z. £. y \J Z7 


Seq. ID 


LIB3165-036-P1-K1-G6 


Method 


BLASTX 


MPRT PT 
LN^DX oX 


rr^fift 7 6S9 


djjAo i score 


R77 


E value 


q no-fin 
:? . ue d u 


Mat"*""?! T printh 
HO l. 1 1 icuy Lll 


119 

JL J. -7 


& i H r*k 4- 4 4~ 1 1 
T> lQcHLlLy 




MPRT P\/~i o /"■• *r~ "i t~\ 4~ •! r\T\ 

lnl^dx uescription 


\r\E Ufi / jj^ ) rUDXSCO aCtlVaoc precursor [UaLlbUa CjlUUlcidLa J 


C A/-f Mo 


9 99 Q7 n 


Seq. ID 


LIB31 65-03 6-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


565 


E value 


2.0e-58 


Match length 


113 


% identity 


97 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 222971 



31590 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-036-P1-K1-G9 

BLASTX 

g2829204 

257 

3.0e-22 
107 
50 

(AF044204) 
hirsutum] 



lipid transfer protein precursor [Gossypium 



a 

m 

09 

a 

M 



LJ 



1=f 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.^ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match lerigth 

% identity 

NCBI Description 



222972 

LIB3165-036-P1-K1-H10 

BLASTX 

g82080 

489 

2.0e-49 

121 

79 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

222973- 

LIB3165-036-P1-K1-H11 

BLASTX 

g267122 

442 

5.0e-44 

104 

78 

THIOREDOXIN H-TYPE (TRX-H) >gi_478400_pir JQ2242 

thioredoxin h - Arabidopsis thaliana 

>gi_16552_emb_CAA78462_ (Z14084) Thioredoxin H [Arabidopsis 
thaliana] >gi_1388080 (U35827) thioredoxin h [Arabidopsis 
thaliana] 

222974 

LIB3165-036-Pl-Kl=-.H12 

BLASTX 

g424 9382 

397 

1.0e-38 

91 

82 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481 . [Arabidopsis thaliana] 

222975 

LIB3165-036-P1-K1-H3 

BLASTX 

gl00200 

379 

1.0e-36 

103 

71 

chlorophyll a/b-binding protein type I precursor - tomato 



31591 





oeg. wo. 


9 9 OQTC 




seq. ID . 


T TD"51 C^-mC-Dl-Vl _U/1 

LIdjIDj'UjD rl-J\l - n4 






DT n QTY 
DJoriO 1 A 






gz jioiu 




bLiAbi score 


J 




E value 


1.0e-25 




Match length 


105 




t> luentity 


O 1 




inuoi uescription 


nqin CVMTHaCTT PZiMMZi PUZiTM PWT HRDPT PRRPHRQPlR 






"^rr -i ^IPfifl ni r PWMTP. H + -i - rancnnrt 1 i nrr ZVTP q \/n t" h a (VC 






"3 fi 1 "34^ rr^TTiTnA rhfli n nrpfiiT^or phi nyriDl 3^1" — pornmon 






UODaCCO *^g^- 1" ' OJ eiUD L^riHfl O 1 0 Z VAOOOUO^ Hlir oyiltlldbc 






vgainiua suDunit j [LNicouiana tajjacumj 




oeq . no . 


0090-77 




Seq. ID 


LIB3165-036-P1-K1-H6 


□ 


Method 


BLAST X 




iNLol lal 


gZZ ft jUUj 


rsitAoi score 


0 


si 


E value 


1 n ^ 00 




Match length 


1U J 




% identity 


JJ 


s 


Nubi Description 


t^y/jfiij nypotneLicai protein LAraoiuopsis tna.iia.ncij 


M 1 


beq . iNo . 


9 9 9 Q7 R 
z z z y / 0 


Li C 


Seq. ID 


LIB3165-037-P1-K1-A1 




Method 


BLASTX 






rrl 1 fiP A 1 1 

gij.oofs.Li 


P 


dIjAo i score 


fi / 1 


H= 


E value 


o . ue~fi / 


0 


Match length 


I 1 o 

I I J 




% identity 


o o 


r~i 
fi 


NCBI Description 


TTDnPTPvCTT — PTCPUPCPUZi'TT? BT nHT flQlT PHT PiRPiPT 31 PRTTPHR^PiR 




oeq . lno . 


9 9 9 Q7 Q 
Z Z Z J f J 




Seq. ID 


LlhSoloO~Uj /— rl — i\l — All 




Method 


DT 7\CTY 




NCBI GI 


gll5813 




BLAST score 


301 




Hi vaiue 


9 Do— 97 

z . ue Z / 




Match length 


QQ 




^ lflentity 


Dj 




nldi Description 


put noriDuvT t n_n nTKinTMP pdpttttm ht? t hpt typtt ttt prrpttr^PjR 




/Pnta_Q^ ^rr-i 1 Q1 Q9 ^mK Pan ^ ^^^fl ^Y1 l; ^9 [ ^P^ T\mo TTT 
(LAD o) ^9^- J-yj-OZ eluD L.nHjjjjU \ALD£D0) 1 ype 111 






cnioropnyii a/D Dinaing protein [Lycopersicon escuientuiuj 




oeq. ino. 


9 9 9 qr n 
z z z y o u 




Seq. ID 


LIB31 65-037- P1-K1-A4 




Method 


BLASTX 




NCBI GI 


gl895084 




BLAST score 


587 




.. E value 


6.0e-61 




Match length 


115 * 




% identity 


94 




NCBI Description 


.(U89897) golgi associated protein se-wap41 [Zea mays] 



31592 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222981 

LIB3165-037-P1-K1-A5 

BLASTX 

g289920 

675 

3.0e-71 

130 

96 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222982 

LIB3165-037-P1-K1-A7 

BLASTX 

g4559339 

595 

7.0e-62 

136 

85 

(AC007087) putative ATP-dependent RNA helicase [Arabidops 
thaliana] 

222983 

LIB3165-037-P1-K1-A8 

BLASTX 

g3738285 

273 

4.0e-24 

69 

74 

(AC005309) unknown protein [Arabidopsis thaliana] 
222984 

LIB3165-037-P1-K1-A9 

BLASTX 

g3452497. 

589 

'4.0e-61 
134 . 

86 • 4 
(Y17796) ketol-acid reductoisomerase [Pisum sativum] 

222985 

LIB3165-037-P1-K1-B1 

BLASTX 

gll71866 

366 

5.0e-35 

111 

64 

NADH-UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 

(COMPLEX I-20KD) (CI-20KD) >gi_629601_pir S48826 NADH 

dehydrogenase (ubiquinone) (EC 1.6.5.3) chain PSST - wild 
cabbage >gi_562282_emb_CAA57725_ (X82274) PSST subunit of 
NADH: ubiquinone oxidoreductase [Brassica oleracea] 



Seq. No. 



222986 



31593 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-037-P1-K1-B12 

BLASTX 

g3335355 

529 

3.0e-54 

109 

27 

(AC004512) Match to polyubiquitin DNA gb_L05401 from A. 
thaliana. Contains insertion of mitochondrial NADH 
dehydrogenase gb_X82618 and gb_X98301. May be a pseudogene 
with an expressed insert. EST gb_AA586248 comes from this 
region. [Arabi 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222987 

LIB3165-037-P1-K1-B2 

BLASTX 

g2244847 

284 

2.0e-25 

88 

61 

(Z97337) hydroxyproline-rich glycoprotein homolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222988 

LIB3165-037-P1-K1-B4 

BLASTX 

g4545262 

234 

1.0e-19 

44 

98 

(AF118230) metallothionein-like protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222989 

LIB3165-037-P1-K1-B5 

BLASTX 

g3694872 

239 

2.0e-20 

89 

57 

(AF092547) profilin [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222990 

LIB3165-037-P1-K1-B7 

BLASTX 

gl352821 

555 

3.0e-57 

105 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR - 

(RUBISCO SMALL" SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 



31594 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribulose bisphosphate carboxylase [Gossypium hirsutum] 

*v 

222991 

LIB3165-037-P1-K1-B8 

BLASTX 

g3914605 

552 

7.0e-57 

122 

88 

RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_541930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222992 

LIB3165-037-P1-K1-C12 

BLASTX 

g2970051 

461 

4 .Oe-46 
118 
7 4 

(AB012110) ARG10 [Vigna radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222993 

LIB3165-037-P1-K1-C7 

BLASTX 

g20729 

368 

3.0e-35 

104 

72 

(-X15190) precursor (AA -68 to 337) 



[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222994 

LIB3165-037-P1-K1-C8 

BLASTX 

g289920 
696 

1.0e-73 

133 

96 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222995 

LIB3165-037-P1-K1-C9 

BLASTX 

g4262236 

•302 

1.0e-27 

85 

73 

(AC006200) putative ribose 5-phosphate isomerase 



31595 



[Arabidopsis thaliana] 



Seq. No. 


22299.6 




Seq. ID 


LIB3165-037-P1-K1-D1 






RLA^TX 




KJPQT (ZT 
NLdJ. ul 






DT ACT c O A 






TJ* TT 3 1 HQ 








i riQ 

J. U :? 




^ laenuiLy 


■ / £, 




MpRT Dp^rri nf "i nn 


(X1S1901 Drprursor fAA -68 


t*o ^"371 r P"i ^nir ^3 1" i viim 1 

\-\J —f—il) [ [lOUlll Ju Ui. V Hill J 


Q prr No 


222997 




Seq. ID 


LIB3165-037-P1-K1-D4 




Method 


BLASTX 




NCBI GI 


g3738298 




BLAST score 


322 




E value 


6.0e-30 




Match length 


107 




% identity 


55 




NCBI Description 


(AC005309) unknown protein 


[Arabidopsis thaliana] 



>gi_4249394 
thaliana] 



(AC006072) unknown protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



222998 

LIB3165-037-P1-K1-D6 

BLASTX 

gl20669 

560 

9.0e-58 

112 

93 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

222999 

LIB3165-037-P1-K1-D7 

BLASTX 

gl814405 

151 

8.0e-10 

71 
52 

(U84890) putative phosphate permease [Mesembryanthemum- 
crystallinum] 

223000 

LIB3165-037-P1-K1-E1 

BLASTX 

gl352821 

574 

2.0e-59 

108 

98 



31596 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulpse-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



O C tJ • IN (J • 


223001 


Seq. ID 


LIB3165-037-P1-K1-E12 


L v Jt2 LI1UU 


RT.ASTX 


LN \rf> D X ul 


all684 11 

U 1 1 vU M J.X 


RT.A^T <?mrp 


481 


F 1 up 

i_J V w J- Uv2 


2. Oe-48 




120 


% identity 


82 


NCBI Description 


FRUCTOSE-BISPHOSPHATE , 


Con Mn 


991009 

C. £~ -J VJ VJ &* 


oeq • x u 


T TR11 6S-017-P1 -Kl -F9 

JjIDJIuJ VJ O 1 IrX l\X EiZ. 


L v 4c LiUJU 


RT.A^TX 
lJlj.fT.i_) l /\ 


iNL-DX vj± 


^1718961 
go / jo^ui 


dJjHo i score 


J J 


E value 


»J ■ Uc Ot. 


'Ms ^ /"< Vl "1 Cin rr"h Vl 

ixiaccn lengtn 


J. J J 






NCBI Description 


(AB018412) chloroplast 




nigra] 


C /-\ /-T NT /-\ 

oeq. in o . 


99 mm 


oeq * x u 


T TR11 fiR-n?7-Pl -Kl — F 1 
LiOJluj UJ / c X i\X HjJ 


L Jtr LilUU 


RT.A^TX 


MPRT CT 
INV^DX bl 


rr997 M Qfi 


DT 7\ C "P Gnnr*o 


d 17 


F, vp? 1 hp 

i— i V QXUC 


3 . Oe-43 


Ma1~ph 1 pnrr1"h 


88 


% 1 Hpnt - 1 t v 

O _L UC I 1 L. J. l. y 


94 


NCBI Description 


(AC002337) water stres 




[Arabidopsis thaliana] 


OCvji LNVJ • 


221004 

c. £. j vj \j i 


o e tj . X u 


T.TR11 6R-017-P1 -TCI -F S 

LiiOJlUJ VJ J / IT X I\X £j J 


Mpt" hnd 


BLASTX 


MpDT pT 

LN \*> D X Vj X 


n!71R9fi1 


DTACT 1 c n n r- o 


964 


F va 1 hp 


6 Oe-31 


Match length 


76 


% identity 


95 


NCBI Description 


(AB018412) chloroplast 




nigra] 


Seq. No. 


223005 


Seq. ID 


LIB3165-037-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


539 


E value 


3.0e-55 


Match length 


106 


% identity 


94 



31597 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223006 

LIB3165-037-P1-K1-E9 

BLASTX 

g430947 

448 

1.0e-44 

109 

82 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID- 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223007 

LIB3165-037-P1-K1-F1 

BLASTX 

g4455256 

544 

6.0e-56 

110 

87 

(AL035523) protein-methionine-S-oxide reductase 
[Arabidopsis thaliana] 

223008 

LIB3165-037-P1-K1-F12 

BLASTX 

gl352821 

531 

2.0e-54 

100 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223009 

LIB3165-037-P1-K1-F3 

BLASTX 

g289920 

528 • - 

5.0e-54 

107 

93 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



223010 

LIB3165-037-P1-K1-F4 

BLASTX 

g3150412 



31598 



BLAST score 

*E value 

Match length 

% identity 

NCBI Description 



336 

4 .Oe-35 

95 

76 

(AC004165) putative Fe(II) transport protein [Arabidopsis 
thaliana] >gi_3420044 (AC004 680) putative Fe(II) transport 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223011 

LIB3165-037-P1-K1-F5 

BLASTX 

g3080371 

285 

6.0e-26 

77 

61 

(AL022580) putative pectinacetylesterase protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223012 

LIB3165-037-P1-K1-F6 

BLASTX 

g3928099 

282 

4.0e-25 

136 ' - • 

24 

(AC005770) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



223013 

LIB3165-037-P1-K1-F8 

BLASTX 

g2828292 

481 

1.0e-48 

114 

77 * 
(AL021687) neoxanthin cleavage enzyme-like protein 
[Arabidopsis thaliana] 

223014 

LIB3165-037-P1-K1-F9 

BLASTX 

g481131 

293 

2.0e-26 
111 • 
51 

sucrose transport protein SUC2 - Arabidopsis thaliana 
>gi_407092_emb_CAA53150_ (X75382) sucrose-proton symporter 
[Arabidopsis thaliana] 

223015 

LIB3165-037-P1-K1-G11 

BLASTX 

gl403522 

401 



31599 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-39 

128 " v: 
62 

(X57187) chitinase [Phaseolus vulgaris] 
223016 

LIB3165-037-P1-K1-G2 

BLASTX 

g3377802 

427 

3.0e-42 

102 

79 

(AF075597) 
thaliana] 



Similar to sucrose synthase; T2H3.8 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



223017 

LIB3165-037-P1-K1-G4 

BLASTX 

gl709846 

329 

1.0e-30 

124 

46 

PHOTOSYSTEM II 22 KD PROTEIN . PRECURSOR >gi_706853 (U04336) 
22 kDa component of photosystem II [Lycopersicon 
esculentum] 

<» 

223018 

LIB3165-037-P1-K1-G5 

BLASTX 

g461550 

218 

1.0e-17 

47 

98 

ATP SYNTHASE GAMMA. CHAIN 1, CHLOROPLAST PRECURSOR 

>gi_81635_pir B39732 H+-transporting ATP synthase (EC 

3.6.1.34) gamma-1 chain precursor, chloroplast - 
Arabidopsis thaliana >gi_l 66632 (M61741) ATP synthase 
gamma-subunit [Arabidopsis thaliana] 

223019 

LIB3165-037-P1-K1-G7 

BLASTX 

gl495259 

424 

6.0e-42 

119 

65 

(X97826) orf04 [Arabidopsis thaliana] 
223020 

LIB3165-037-P1-K1-G9 

BLASTX 

g4406530 

342 



31600 



ti vaiue 


O . Uc 3c. 


natcn lengtn 






/ D 


nodi Description 


/ 7\ U 1 1 O C Q "7 \ >"n V-\ "i c /~\ ^ /-^ 4- -! tt3 o ^ r\/i rfna rarli at*a 1 
^rlEl^OO fU) rUJjloUU dLllVabc [Viyilci iaUlaLa J 


Corf Mr> 
OctJ. IN U . 




oeq. 1U 


T TR^1 fii;-n?7-Pl — — HI 1 
LIDjIuj Uj / rl i\-L flxl 


Method 


BLASTX 


NCBI GI 


g4406530 


dIxHo i score 


J JU 


E value 


*i . ue o j 


Match length 


lit) 


T /■! 4^ T +• if 

% laenLiiy 


UJ 


NCBI Description 


/7\ITlOCQTn\ ynKi e^A ^ /*"• +- -1 cq ana raHi at"a 1 
/ U) rUDlSCO aCllvooc [VXyilct L dUlaLaJ 


OCVji IN U . 


99^099 


C orr T n 




wiaf hnrl 

L 1C L11UU 


BLASTX 


NCBI GI 


g4455251 


BLAST score 


341 


E value 


4.0e-32 


Match length 


103 


% identity 


64 


NCBI Description 


(AL035523) magnesium-protoporphyrin IX 



methyltransf erase-like protein [Arabidopsis , thaliana] 



Seq. No. 


223023 


Seq. ID 


LIB3165t037-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3738285 


BLAST score 


159 


E value 


9.0e-ll 


Match length 


52 


% identity 


56 


NCBI Description 


(AC005309) unknown protein [Arabidopsis 


Seq. No. 


223024 


Seq. ID 


LIB3165-037-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


548 


E value 


2.0e-56 


Match length 


105 


% identity 


99 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



223025 

LIB3165-038-Q1-K1-A1 

BLASTX 

g3482918 

590 

3.0e-61 
134 



31601 



% identity 

NCBI Description 



84 

(AC003970) 
thaliana] ' 



Similar to ATP-citrate-lyase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223026 

LIB3165-038-Q1-K1-A12 

BLASTX 

gl352821 

557 

2.0e-57 

108 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


223027 


Seq. ID 


LIB3165-038-Q1-K1-A2 


Method 


o T TV nmv 

BLASTX 


NCBI GI 


n a n o n 

g20729 


bLAbi score 


1 A Q * ' 
Oft O 


E value 


5.0e-33 


Match length 


,101 


% identity 


70 


NCBI Description 


(X15190) precursor (AA -68 to 337) [Pisum sativum] 


Seq. No. 


223028 


Seq. ID 


LIB3165-038-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2827551 


BLAST score 


199 


E value 


2.0e-15 


Match length 


60 


% identity 


67 


NCBI Description 


(AL021635) predicted protein [Arabidopsis thaliana] 


Seq. No. 


223029 


Seq. ID - 


LIB3165-038-Q1-K1-A5 - - - 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


621 


E value 


6.0e-65 


Match length 


121 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223030 

LIB3165-038-Q1-K1-A6 

BLASTX 

g2979553 

243 



31602 



E value 1.0e-20 

Match length 117 

% identity 45 

NCBI Description (AC003680) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223031 

LIB3165-038-Q1-K1-A8 

BLASTX 

g3023752 

223 

2.0e-18 
92 
55 

FERREDOXIN I 
f erredoxin-I 



PRECURSOR' >gi_1418982_emb_CAA99756_ (Z75520) 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223032 

LIB3165-038-Q1-K1-A9 

BLASTX 

gl31147 

150 

3.0e-10 

53 

53 

PHOTOSYSTEM I P700 CHLOROPHYLL A APOPROTEIN A2 • 

>gi_72675j?ir A2LVP7 photosystem I P700 apoprotein A2 

liverwort (Marchantia polymorpha) chloroplast 
>gi_11671_emb_CAA28084_ (X04465) psaB [Marchantia 
polymorpha] 



Seq. No. 


223033 


Seq. ID 


LIB3165-038-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


357 


E value 


6.0e-34 


Match length 


117 


% identity 


65 . 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


223034 


Seq. ID 


LIB3165-038-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g2765081 


BLAST score 


395 


E value 


2.0e-38 


Match length 


119 


% identity 


66 


NCBI Description 


(Y10557) g5bf [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



223035 

LIB3165-038-Q1-K1-B11 

BLASTX 

g285317 

157 

7.0e-ll 
77 



31603 



% identity 

NCBI Description 



53 

dihydrolipoamide dehydrogenase (EC 1.8.1.4) - garden pea 



Seq. No. 


223036 


oeq. xu 


LlDjl DO UOO y X i\X DJ 


Method 




NUdX KJX 


gzo £. i oo! 


DjuHoi score 


1 po 


TP tt alii 


^ . ue x j 


Match length 


Q *3 
O J 


t> identity 


D fi 






Seq. No. 


223037 


Seq. ID 


'LIB3165-038-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g586858 


BLAST score 


270 


E value 


8.0e-24 


Match length 


118 


% identity 


46 


NCBI Description 


HYPOTHETICAL 21.4 KD 



[Arabidopsis thaliana] 



>gi_2127020_pir S66042 hypothetical protein - Bacillus 

subtilis >gi_467402_dbj_BAA05248_ (D26185) unknown 
[Bacillus subtilis] >gi_2632279_emb_CAB11788_ (Z99104) 
similar to hypothetical proteins [Bacillus subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223038 

LIB3165-038-Q1-K1-B6 

BLASTX 

g2244905 

388 

1.0e-37 

112 

61 

(Z97339) indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 


223039 


Seq. ID 


LPB3165-038-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g4559372 


BLAST score 


228 


E value 


6.0e-19 


Match length 


57 


% identity 


81 


NCBI Description 


(AC006585) putative CONSTANS prote 


Seq. No. 


223040 


Seq. ID 


LIB3165-038-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


193 


E value 


5.0e-15 


Match length 


51 


% identity 


76 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE J 



31604 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

<. 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X5409.1) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223041 

LIB3165-038-Q1-K1-C10 

BLASTX 

g4406530 

328 

1.0e-30 

91 

75 

(AF126870) rubisco activase [Vigna radiata] 
223042 

LIB3165-038-Q1-K1-C12 

BLASTX 

gI35282i 

481 

2.0e-48 

98 

92 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 ljpir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39)" small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223043 

LIB3165-038-Q1-K1-C3 

BLASTX 

g3319921 

283 

3.0e-25 

105 

58 

(AJ223388) Hev b 3 [Hevea brasiliensis] 
>gi_3319923_emb_CAA11304_ (AJ223389) Hev b 3 [Hevea, 
brasiliensis] >gi_3319925_emb_CAA11305_ (AJ223390) Hev b 3 
[Hevea brasiliensis] >gi_3818475 (AF051317) small rubber 
particle protein [Hevea brasiliensis] 

223044 

LIB3165-038-Q1-K1-C4 

BLASTX 

g2970051 

316 

4.0e-29 

75 

81 

(AB012110) ARG10 [Vigna radiata] >. 
223045 

LIB3165-038-Q1-K1-C5 

BLASTX 

g2739375 



31605 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description- 



192 

1.0e-14 

102 

47 

(AC002505) unknown protein [Arabidopsis thaliana] 
223046 

LIB3165-038-Q1-K1-C7 

BLASTX 

gl33085 

183 

1.0e-13 

110 

45 

SOS RIBOSOMAL PROTEIN L12, CHLOROPLAST PRECURSOR (CL12) 

>gi_71136_pir R7SP12 ribosomal protein L12, chloroplast 

spinach >gi_170115 (J02849) ribosomal L12 precursor 
[Spinacia oleracea) 



Seq. No. 


223047 


Seq. ID 


LIB31 65-038 -Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


go y liobl 


BLAST score 


569 


E value' 


8 . Oe-59 


Match length 


i j y 


% identity 


76 


NCBI Description 


FERREDOXIN--NADP REDUCTASE, LEAF-TYPE ISC 


{ FNR) >gi_2225993_emb_CAA74359_ (Y14032) 




f erredoxin — NADP (+) reductase [Nicotiana 


Seq. No. 


223048 


Seq. ID 


LIB3165-038-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


gl255954 


BLAST score 


534 ' 


E value 


1.0e-54 


Match length 


118 


% identity 


83 


NCBI Description 


(Z70677) thioredoxin [Ricinus communis] 


Seq. No. 


223049 


Seq. ID 


LIB3165-038-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


gll7822 


BLAST score 


392 


E value 


4.0e-38 


Match length 


74 


% identity 


100 


NCBI Description 


CYTOCHROME B6 >gi_65635_pir CBNT6 




plastoquinol — plastocyanin reductase (EC 



1.10.99.1) 

cytochrome b6 - common tobacco chloroplast 
>gi_11858_emb_CAA77375_ (Z00044) cytochrome b6 [Nicotiana 

tabacum] >gi_225226_prf 1211235BH cytochrome b6 [Nicotiana 

tabacum] 



Seq. No. 



223050 



31606 



01 

| 3 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length . 

% identity 

NCBI Description 



LIB3165-038-Q1-K1-D12 

BLASTX 

g2493694 

261 

1.0e-22 

105 

54 

PH0T0SYSTEM II REACTION CENTRE W PROTEIN PRECURSOR (PSII 

6.1 KD PROTEIN) >gi_107 6268_pir S53025 photosystem II 

protein - spinach >gi_728716_emb_CAA594 09_ (X85038) protein 
of photosystem II [Spinacia oleracea] 

223051 

LIB3165-038-Q1-K1-D7 

BLASTX 

gl352821 

588 

5.0e-61 

111 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ ; ; (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223052 

LIB3165-038-Q1-K1-D8 
BLASTX ^ „ 

g282865 
627 

1.0e-65 

136 

87 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85.150) 
chlorophyll a/b-binding protein" [Arabidopsis thaliana] 

223053 - 

LIB3165-038-Q1-K1-E1 

BLASTX 

gl352821 

636 

1.0e-66 

123 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



223054 

LIB3165-038-Q1-K1-E10 

BLASTX 

gl360088 



31607- 



dJjAo! score 




E value 


z . ue ^0 


Match length 


00 


% identity 


DO 


NCBI Description 


lAy/y^/j z>n ringer protein [Nicotiana 


O ^ /r XT /-n 

oeq ■ no • 


99 r ^ 


beg. il) 




Method 


BLASTX 


NCBI GI 


g4056568 


oLno i score 


Z *4 !7 


E value 


z . ue z 1 


Match length 


y 1 


•5 lderiLiuy 


1 ft 


NCBI Description 


tuyuy4t4; fui'iiKe protein L^ea inaysj 


0 e g . IN O . 


6^ JU JU 


beg. id 


t Tn*ii c c, _ n ^ q _rM _vi _tti o 

Lil DO 1 DD Ujo yl 1\1 LlZ 


Mernoa 


"DT 7A CTY 


NCBI GI 


g3334138 


BLAST score 


267 


E value 


z . ue 


Match length 


QQ 


% identity 


JJ 


jnld! Description 


UALNbAlJN nUIYKJ-LvJij rKtjOUKbUK >gi ODyUU j 




[Glycine niax] 


beg. no. 




beg. id 


T C^-mQ-OI _V1 _ IT 0 
Llojl DO UjO J\l HiZ 


Method 


DT B C'TV 


NCBI GI 


g4572673 


BLAST score 


483 


E value 


1 . ue- *± 0 


Match length 


I 1 "7 

II / 


% identity 


"7 "7 


NLtsi Description 


(AC006954) putative sarcosine oxidase 




thaliana] 


beg. no. 


00 -in Rft 
ZZjUjO 


beg. id - - 


LIojI DO Ujo yi M Lj 


Method 


BLASTX 


NCBI GI 


g945081 


oLi/ib 1 score 


a 1 
04 1 


hi vaxue 


z . ue - 00 


Match length 


loo 


% identity 


*7 Q 
/ O 


NCBI Description 


tuoiuy^; rzi itreuuma nyoriaaj 


beg. no. 


9 9 r q 




T.TR^I fiS-fnft-OI -K1 -F 

llJLD Jl U J U JO J. I\ -L DU 


Method 


BLASTX 


NCBI GI 


g4512653 


BLAST score 


298 


E value 


4.0e-39 


Match length 


126 


% identity 


71 



NCBI Description (AC007048) unknown protein [Arabidopsis thaliana] 



31608 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223060 

LIB3165-038-Q1-K1-E7 

BLASTX 

g4406530 

242 

4.0e-26 

111 

64 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223061 

LIB3165-038-Q1-K1-E8 

BLASTX - 

g3668085 

142 

8.0e-09 

76 

42 

(AC004 667) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223062 

LIB3165-038-Q1-KL-E9 

BLASTX _ ■ 

g2811025 

187 

8.0e-28 

105 

68 

ASPARTIC PROTEINASE PRECURSOR >gi_194 4181_dbj_BAA19607_ 
(AB002695) aspartic endopeptidase [Cucurbita pepo] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223063 

LIB3165-038-Q1-K1-F1 

BLASTX 

gl332579 

509 

9.0e-57 

121 

10 

(X98063) polyubiquitin [Pinus sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223064 

LIB3165-038-Q1-K1-F11 

BLASTX 

g289920 

680 

7.0e-72 

128 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



223065 V 

LIB3165-038-Q1-K1-F2 

BLASTX 

g421843 



31609 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



457 

9.0e-46 

111 

74 

protein kinase (EC 2.7.1.37) 5 - Arabidopsis thaliana 
>gi_217861_dbj_BAA01715_ (D10909) serine/threonine protein 
kinase [Arabidopsis thaliana] 

223066 

LIB3165-038-Q1-K1-F3 

BLASTX 

g464986 

514 

2.0e-52 

95 

98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_42l857_pir S32674 ubiquitin — protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_34 9211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765. 1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis 'thaliana] 



UBIQUITIN-PROTEIN 
UBCAT4B) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223067 

LIB3165-038-Q1-K1-F4 

BLASTX 

g3319921 

184 

2.0e-21 

109 

54 

(AJ223388) Hev b 3 [Hevea brasiliensis] 
>gi_3319923_emb_CAA11304_ (AJ223389) 'Hev b 3 [Hevea ' 
brasiliensis] >gi_3319925_emb_CAA11305_ (AJ223390) Hev b 3 
[Hevea -brasiliensis] >gi_38184-75 (AF051317) small rubber 
particle protein [Hevea brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq; No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



223068 

LIB3165-038-Q1-K1-F5 

BLASTX 

g20729 

452 

1.0e-45 

129 

76 

(X15190) precursor (AA -68 to 337) [Pisum sativum] 
223069 

LIB3165-03S-Q1-K1-F9 

BLASTX 

g2677828 

393 
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E value 


3 . ue jo 


Match length 


1 14 


ft "l/H^T">"t~'l'^\/ 

t> lucntiLy 


o / 


NUbi Description 


IU7JJ.DDJ cysteine protease Lrrunus armeniacaj 






oeq. id 


LlDJlOJ UjO yiM ol 


Method 


BLASTX 


NCBI GI 


g3822036 


oLiAo i score 




b vaiue 


O Afl-1 7 

o . ue i / 


Matcn lengtn 


Q 7 
¥3 


ft i Honi" if 1 !/ 

x> lucnuity 


d Q 

4 .7 


nldi uescripnon 


Int u / z jzd j enao i, j l, ^ Deta u giuCaiidse L^iea maysj 


IN \J ■ 


£. O \J / -L 


oeq. 1U 


t tr^i n^fi-m -wi -ci o 

1i10o1DD Ujo ^1I\1o1^ 




BLASTX 


'NCBI' GI 


gI723730 


BLAST score 


184 


E value 


1.0e-13 


Match length 


80 


% identity,. 


51 


NCBI Description 


HYPOTHETICAL- 78.8 KD PROTEIN IN ATF2-RNR4 INTERGENIC 



>gi_2131694_pir S64492 hypothetical protein YGR178c - 

yeast (Saccharomyces cerevisiae) >gi_1323315_emb_CAA97204 
(Z72963) b PBP1 [Saccharomyces cerevisiae] >gi_2737884 
(U4 6931) Mrsl6p [Saccharomyces cerevisiae] 



Seq. No. 223072 

Seq. ID LIB3165-038-Q1-K1-G2 : 

Method BLASTX 

NCBI GI gl871577 

BLAST score 314 

E value 7.0e-29 

Match length 115 

% identity 4 9 

NCBI Description (Y11553) putative 21JcD protein precursor [Medicago sativa] 

Seq. No. - 223073 - • 

Seq. ID LIB3165-038-Q1-K1-G4 

Method BLASTX 

NCBI GI g3618316 

BLAST score 226 

E value 1.0e-18 

Match length 113 

% identity 4 4 

NCBI Description (AB001886) zinc finger protein [Oryza sativa] 

Seq. No. 223074 

Seq. ID LIB3165-038-Q1-K1-G6 

Method BLASTX 

NCBI GI g3402713 

BLAST score 415 

E value 9.0e-41 

Match length 122 

% identity 69 
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NCBI Description 



(AC004261) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 

BLAST score ' 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length' 



223075 

LIB3165-038-Q1-K1-G7 

BLASTX 

g3023752 

281 

4.0e-25 

111 

54 

FERREDOXIN I 
f erredoxin-I 



PRECURSOR >gi_1418982_emb_CAA99756_ 
[Lycopersicon esculentum] 



(Z75520) 



223076 

LIB3165-038-Q1-K1-G8 

BLASTX 

gl617206 

400 

5.0e-39 

122 

66 

(Z72489) CP12 [Pisum sativum] 
223077 

LIB3165-038-Q1-K1-G9 

BLASTX 

g3914603 

561 

5.0e-58 " 

118 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 

223078 v 

LIB31 65-038 jQl-Kl-Hl 

BLASTX 

gl352821 

503 

1.0e-60 

124 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223079 

LIB3165-038-Q1-K1-H2 

BLASTX 

g2275196 

272 

3.0e-34 
81 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



95 

(AC002337) water stress-induced protein, WSI76 isolog 
[Arabidopsis thaliana] 

223080 

LIB3165-038-Q1-K1-H3 

BLASTX 

gl352821 

622 

5.0e-65 

117 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223081 

LIB3165-038-Q1-K1-H7 

BLASTX 

gl352821 

424 

6.0e-42 

90 

91 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223082 

• LIB3165-038-Q1-K1-H8 
BLASTX 
gl439609 
521 

3.0e-53 

105 

98 

(U62778) delta-tonoplast intrinsic protein [Gossypium 
hirsutum] 

223083 

LIB3165-038-Q1-K1-H9 

BLASTX 

g2924520 

601 

1.0e-62 

130 

88 

(AL022023) plasma membrane intrinsic protein (SIMIP) 
[Arabidopsis thaliana] 

223084 

LIB3165-039-Q1-K1-A1 
BLASTX 
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NCBI -GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl66702 
516 

1.0e-52 

140 

75 

(M64114) glyceraldehyde 3-phosphate dehydrogenase A subunit 
[Arabidopsis thaliana] 

223085 

LIB3165-039-Q1-K1-A10 

BLASTX 

g3023752 

334 

3.0e-31 

113 

62 

FERREDOXIN I PRECURSOR >gi_14 18982_emb_CAA99756_ (Z75520) 
ferredoxin-I [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method . 
NCBI GI 
BLAST score 
E value 
Match length 
% identity " 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223086 

LIB3165-039-Q1-K1-A11 

BLASTX 

gl352821 

535 

1.0e-55 

110 * 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223087 

LIB3165-039-Q1-K1-A3 

BLASTX 

g3688174 

426 

5.0e-42 

111 

74 

(AL031804) putative protein [Arabidopsis thaliana] 
223088 

LIB3165-039-Q1-K1-A4 

BLASTX 

gll69494 

234 

2.0e-19 

81 

59 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU)^ 

>gi_2119915_pir S60659 EF-Tu protein precursor - soybean 

>gi_949873_emb_CAA6144 4_ (X89058) EF-Tu protein [Glycine 
max] 



Seq. No. 



223089 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-039-Q1-K1-A7 

BLASTX 

g3036944 

580 

4 .Oe-60 

126 

95 

(AB012637) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 
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Match length 


110 


% identity 


100 
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223091 


Seq. ID 


LIB3165-I 


Mpf hod 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


547 


E value 


3.0e-56 


Match length 


136 


% identity 


79 


NCBI Description 


(L08199) 


Seq. No. 


223092 


Seq. ID 


LIB3165H 


Method 


BLASTX 


NCBI GI 


g3913295 


BLAST score' 


311 


E value 


1.0e-28 


Match length 


118 


% identity 


55 


NCBI Description 


CAFFEIC 1 



(S-ADENOSYSL-L-METHIONINE : CAFFEIC ACID 

3-O-METHYLTRANSFERASE) (COMT) >gi_602588_emb_CAA58218_ 
(X83217) caffeic O-methyltransf erase [Prunus dulcis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223093 

LIB3165-039-Q1-K1-B10 

BLASTX 

gl781348 

483 

1.0e-48 
97 • 
94 . 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 
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Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223094 

LIB3165-039-Q1-K1-B11 

BLASTX 

g4406814 

456 

1.0e-45 

107 

81 

(AC006201) putative peptidyl-prolyl isomerase [Arabidopsis 
thaliana] 



01 
m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223095 

LIB3165-039-Q1-K1-B2 

BLASTX 

gl702986 

302 

6.0e-32 

97 
85 

14-3-3-LIKE PROTEIN GF14 CHI >gi_1255987 (U09377) GF14chi 
isoform [Arabidopsis thaliana] >gi_1256534 (L09112) GF14 
chi chain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI.GI _ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223096 

LIB3165-039-Q1-K1-B3 

BLASTX 

gl66834 

296 

8.0e-31 

104 

68 

(M8 6720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 

223097 . 

LIB3165-039-Q1-K1-B5 

BLASTX 

g3914605 

695 

1.0e-73 

141 

92 

RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestical 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



223098 

LIB3165-039-Q1-K1-B6 

BLASTX 

g2129511 

657 

4.0e-69 
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Match length 

% identity 

NCBI Description 



141 
89 

glycerate dehydrogenase (EC 1.1.1.29) splice form HPR1, 
microbody - cucurbit >gi_1304042_dbj_BAA084 10_ (D49432) 
hydroxypyruvate reductase [Cucurbita sp.] 



m 



Q prr Mn 

O C • Vi \J • 


223099 


Seq. ID 


LIB3165-039-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g4115357 


BLAST score 


363 


E value 


1.0e-34 


Match lenath 


134 


% identity 


51 


NCBI Description 


(AC005957) hypothetical protein [Arabidopsis thaliana] 


Sea No 


223100 


Sea ID 


LIB31 65-03 9-01-K1-B8 


M £»"}■*" r'l'f'lf'l 
lie 


BLAS TX 


NCBI GI 


a3420052 




350 


E value 


4.0e-33 


MAfch 1 pnohh 


118 


% identity 


62 


NCBI Description 


(AC004 680) putative ubiqinone reductase [Arabidopsis 




thaliana! 


Seq . No . 


223101 

c-t *-J X \J 


Seq. ID 


LIB31 65-03 9-01-K1-B9 


Me1~ h od 


BLASTX 


NCBI GI 


a4406530 


BLAST score 


361 


E value 


2.0e-34 


Match length 


98 


% identity 


76 


NCBI Descriotion 


fAF126870) rubisco activase TViana rajdiatal 


Sen Nn 


223102 


Seq. ID 


LIB3165-039-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


a4406530 


BLAST score 


453 


E value 


4 .Oe-45 


Match length 


122 


% identity 


77 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


223103 


Seq. ID 


LIB3165-039-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g4566614 


BLAST score 


414 


E value 


1.0e-40 


Match length ■ 


108 


% identity 


74 



NCBI Description 



(AF112887) actin depolymerizing factor [Populus alba x 
Populus tremula] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223104 

LIB3165-039-Q1-K1-C3 

BLASTX 

g266893 

730 

1.0e-77 

141 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_3224 16_pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47906_ (X67674) rubisco activase [Cucumis 
sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223105 

LIB3165-039-Q1-K1-C5 

BLASTX 

g294060 

174 

2.0e-12 

128 

33 

(L06467) major latex protein [Papaver somniferum] 



Seq. No. 
Seq. ID 
, Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



223106 

LIB3165-039-Q1-K1-C7 

BLASTX 

g2244924 

334 

3.0e-31 

93 

65 

(Z97339) glutaredoxin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



223107 

LIB3165-039-Q1-K1-C8 

BLASTX 

g2500378 

423 - - 

1.0e-41 

87 

89 

60S RIBOSOMAL PROTEIN L37 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223108 

LIB3165-039-Q1-K1-D1 

BLASTX 

gl352821 

641 

3.0e-67 

124 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54 091) 
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ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223109 

LIB3165-039-Q1-K1-D5 

BLASTX 

gl408471 

531 

2.0e-54 
117 

82 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 



LJL 
: 

01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. --ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223110 

LIB3165-039-Q1-K1-D6 

BLASTX 

g68200 

531 

2.0e-54 

131 

82 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 

223111 

LIB3165-039-Q1-K1-D7 

BLASTX 

g4406530 

361 

2.0e-34 

98 

76 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223112 

LIB3165-039-Q1-K1-D8 
BLASTX 

g4559292 • 
370 

2.0e-35 

109 

63 

(AF124148) trehalase 1 GMT RE 1 [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223113 - 4 . 

LIB3165-039-Q1-K1-D9* 

BLASTX 

g4454458 

186 

6.0e-14 
125 

(AC006234) unknown protein [Arabidopsis thaliana] 



Seq. No. 



223114 
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NCBI GI 


g228403 


DLnoi score 


R4 9 

J fi Z. 


E value 


j. . ue jj 


K/T T j^v 4— V\ 

Matcn lengrn 


1Z1 


? laentity 


fl7 


jnudi uescripLion 


giycoiate oxiaase [J-jens cunnarisj 


iJC^. IN (J • 


9931 1 fi 


OC^ . 1U 


T.TR31 6S-03Q-O1 -K1 -F9 


/*^v 4" r~\ /~s 


P.T Zl QTY 


IN Ly D J. ul 




BLAST score 
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E value 
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% identity 


Q1 
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NCBI Description 


(X8 98 67) sterol~C — methyltrans f erase [Arabidopsis 
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oeq ■ LNO ■ 


993117 
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Method 


BLASTX 


NCBI GI 


g3953473 
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Method 


BLASTX 


NCBI GI 


gl788965 


DJjr\o i score 


1 ft7 
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E value 


j . ue i ft 


fJl 4- /*■< V* 1 r-\ /-v +- 1^ 

LYiatcn leng in 


1 94 


x> laentity 


37 
j / 


injcdi uescripLion 


^rviiiUUUjfi ori; nypotneLicai protein [tjscnericnia 


Seq. No. 


223119 


Seq. ID 


LIB3165-039-Q1-K1-E5 


Method " 


BLASTX 


NCBI GI 


g421843 


BLAST score 


327 


E value 


2.0e-30 
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Match length 131 
% identity 57 

NCBI Description protein kinase (EC 2.7.1,37) 5 - Arabidopsis thaliana 

>gi_217861_dbj_BAA01715_ (D10909) serine/threonine protein 
kinase [Arabidopsis thaliana] 



beg. jno. 


00*31 Of) 


oeg. iu 


LIB3165-039-O1-K1-E7 


Method 










U _7 


E value 


d . ue 0 / 


Match length 


1 JJ 


% identity 


94 


NCBI Description 


(AF047352) rubisco activase precursor [Datisca glomerata] 


beg. wo. 


Z Z J 1 Z J. 


beg. iu 


T Tn*31 £G: — H ^ Q — C\"\ — PC 1 — TT Q 


Me t hoo 




XlpnT /it 

NUbl Lrl 


go u ^ j / j6 


BLAbi score 


*3 yl c 


XT' TT ** * 1 1 1 

Ej Value 


1 • J4 


Matcn lengtn 


1 1 o 
1 lO 


% identity 


63 


NCBI Description 


FERREDOXIN I PRECURSOR >giJL418982_emb_CAA99756_ (Z75520) 


t* rar\r\ v "i r*i — T TT urrino T c "i pnn ncpn 1 orfnffll 
lClIcUUAlll X |_ Lj y {-,\J£JXZ ±- Oll/Ull C OLUICIIL U.1 1 L J 


beg. no. 


ZZ JIZZ 


beg. iu 


IilDJlOJ U.3.7 v-L *- J- 


MetnOu 




NL/Ol Ul 




QT ACT c?/">/"\v^ 

nii.tt.oi score 


99 6 

Z. Z D 


E value 


i . ue i o 


Match length 


69 


% identity 


62. 


wuyi uescripnon 


\ r\.KJ UUU4 'Of Ly LULHI wlLLt? IT rx >J VJ [iiCXlallUllUo 1_ UUC1 W O U O J 


beg. no. 


9 9 *ii 9 o 


Cart t n 

beg. iu 


T TR^1 fiR-O^Q-m -PCI -PI 1 


Method 


■DlxttO 1 A 


NL-bl Ul 


giioofiii 


DT ACT o /-~> /~\V O 


£. *J 


Hi vaiue 


J. • Uc JJ 


watcn iengr.n 


1 97 


% identity 


83 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 


Seg. No. 


223124 


Seg. ID 


LIB3165-039-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


gl354515 


BLAST score 


317 


E value 


3.0e-29 


Match length 


139 


% identity 


- 50 


NCBI Description 


(U55837) carbonic anhydrase [Populus tremula x Populus 




tremuloides] 



31621 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223125 

LIB3165-039-Q1-K1-F3 

BLASTX 

g2499966 

159 

1.0e-10 

107 

42 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV A PRECURSOR {PSI-E 
A) >gi_632722_bbs_151001 (S72356) photosystem I subunit 
PSI-E [Nicotiana sylvestris, leaves, Peptide Chloroplast, 
141 aa] [Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223126 

LIB3165-039-Q1-K1-F4 

BLASTX 

g231688 

672 

1.0e-70 

134 

100 

CATALASE ISOZYME 2 >gi_99599_pir S17493 catalase (EC 

1.11.1.6) - upland cotton >gi_18488_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 



Seq. No. 


223127 


Seq. ID 


LIB3165-039-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


147 


E value 


2.0e-09 


Match length 


90 


% identity 


43 


NCBI Description 


FRUCTOSE-BISPHOSPHATE 


Seq*. No. 


223128 


Seq. ID 


LIB3165-039-Q1-K1-F6 


Method 


BLASTX 


NCBI GI . 


g.13528.21 


BLAST score 


495 


E value 


4.0e-50 


Match length 


95 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



223129 

LIB3165-039-Q1-K1-F7 

BLASTX 

gl354515 

3l0 

2.0e-28 
139 



31622 



% identity 

NCBI Description 



53 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223130 

LIB3165-039-Q1-K1-F8 

BLASTX 

gl352821 

531 

2.0e-54 

103 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


223131 


Seq. ID 


LIB3165-039-Q1-K1-G1 


Method 


BLASTX 


NCBI GI . 


g^y(Job4o 


BLAST score 


265 


E value 


" 4.0e-23 . 


Match length 


108 


% identity 


48 


NCBI Description 


(AF045244) ribitol kinase [Klebsiella pneumoniae] 


Seq. No. 


223132 


Seq. ID 


LIB3165-039-Q1-K1-G11 


Method 


OT Tin mv 


NCBI GI 


g4415908 


dlao i score 


i £^ 

1 DO 


E value 


3.0e-ll 


Match length 


48 


% identity 




NCBI Description 


(AC006282) unknown protein [Arabidopsis thaliana] 


Seq. No. 


223133 


Seq. ID 


LIB3165-039-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g4455208 


BLAST score 


305 


E value 


7.0e-28 


Match length 


100 


% identity 


65 


NCBI Description 


(AL035440) putative protein [Arabidopsis thaliana] 


Seq. No. 


223134 


Seq. ID 


LIB3165-039-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g3885513 


BLAST score 


329 


E value 


1.0e-30 


Match length 


68 


% identity 


87 


NCBI Description 


(AF084201) similar to chloroplast SOS ribosomal protein 



31623 



[Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223135 

LIB3165-039-Q1-K1-G6 

BLASTX 

gl352821 

590 

3.0e-61 

110 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutuiti] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223136 

LIB3165-039-Q1-K1-G7 

BLASTX 

gl31167 

447 

2.0e-44 

138 

67 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_100292_pir S18348 photosystem I chain II precursor - 

wood tobacco >gi_19748_emb_CAA42623_ (X60008) PSI-D2 
[Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity, 

NCBI Description 



223137 

LIB3165-039-Q1-K1-G8 

BLASTX 

g421826 

426 

5.-0e~42 , 

125 

66 

chlorophyll a/b-binding protein CP29 - Arabidop'sis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223138 

LIB3165-039-Q1-K1-H1 

BLASTX 

g3913651 

381 

9.0e-37 

92 

76 

FERREDOXIN— NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 
(FNR) >gi_2225993_emb_CAA74359_ (Y14032) 
ferredoxin--NADP (+) reductase [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 



223139 

LIB3165-039-Q1-K1-H10 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl332579 
507 

1.0e-67 

140 

10 

(X98063) polyubiquitin [Pinus sylvestris] 
223140 

LIB3165-039-Q1-K1-H11 

BLASTX 

g3914605 

171 

2.0e-12 

97 

42 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 



Seq. No. 
Seq. ID- 
Method 
NCBI GI 
BLAST score 
E value 
Match length ■ 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223141 

LIB3165-039-Q1-K1-H3 

BLASTX 

g3417451 

417 

3.0e-41 

89 

89 

(AB013728) light-harvesting chlorophyll a/b-binding protein 
of photosystem II [Cryptomeria japonica] 

223142 

LIB3165-039-Q1-K1-H5 

BLASTX 

gl352821 

375 • * 

5.0e-36 

67 • - 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223143 

LIB3165-039-Q1-K1-H6 

BLASTX 

gl352821 

627 

1.0e-65 

124 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 



31625 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



ribulose-bisphosphate carboxylase (EC .4 . 1 . 1 . 39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223144 

LIB3165-039-Q1-K1-H7 

BLASTX 

g68200 

512 

4.0e-52 

125 

83 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 

223145 

LIB3165-039-Q1-K1-H8 

BLASTX 

gll68411 

500 

1.0e-50 

124 

82 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR \ 
223146 

LIB3165-039-Q1-K1-H9 

BLASTX 

gl00200 

488 

3.0e-49 

123 

76 

chlorophyll a/b-binding protein type I precursor - tomato 
223147 

• LIB3165-040-Q1-K1-A1 
BLASTX 

gl352821 - - 

666 

3.0e-70 

125 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223148 

LIB3165-040-Q1-K1-A10 

BLASTX 

g2618721 

169 

6.0e-12 
77 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 

(U49072) IAA16 [Arabidopsis thaliana] 
223149 

LIB3165-040-Q1-K1-A11 

BLASTX 

g4103987 

414 

1.0e-50 

122 

84 

(AF030516) 5, 10-methylenetetrahydrof olate 

dehydrogenase-5, 10-methenyltetrahydrof olate cyclohydrolase 
[Pisum sativum] 

223150 

LIB3165-04 0-Q1-K1-A12 

BLASTX 

g3355 480 

312 

9.0e-29 

101 

58 

(AC004218) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq._ ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



223151 

LIB3165-040-Q1-K1-A5 

BLASTX 

g68200 

468 

5.0e-47 

115 

82 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor., 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 

223152 

LIB31 65-04 0-Q1-.K1.-A6 

BLASTX 

g3913414 

507 

2.0e-51 

135 

76 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME 2 (ADOMETDC 2) 
(SAMDC 2) (SAMDC16) >gi_1155242 (U38527) 
S-adenosylmethionine decarboxylase 2 [Dianthus 
caryophyllus] 

223153 

LIB3165-040-Q1-K1-A7 

BLASTX 

g82188 

383 

5.0e-37 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



114 — 
69 

photosystem II oxygen-evolving complex protein 2 precursor 
- common tobacco (fragment) >gi_19896_emb_CAA41713_ 
(X58910) photosystem II 23 kDa polypeptide [Nicotiana 
tabacum] 

223154 

LIB3165-040-Q1-K1-B1 

BLASTX 

gll70897 

311 

1.0e-28 

86 

72 

MALATE 
>gi_107 
>gi_695 
[Cucumi 



DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 

627 6_pir S52039 NAD-malate dehydrogenase - cucumber 

311 (L31900) glyoxysomal malate dehydrogenase 
s sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223155 

LIB3165-040-Q1-K1-B10 

BLASTX 

gl532135 

601 

1.0e-62 

138 

83 

(U4 9442) chloroplast mRNA-binding protein CSP41 precursor 
[Spinacia oleracea] ^ 



Seq. No. 


223156 


Seq. ID 


LIB3165-040-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3928099 


BLAST score 


288 


E value 


7.0e-26 


Match length 


139 


% identity 


23 


NCBI Description 


(AC005770) unknown protein [Arabidopsis thaliana] 


Seq. No. 


223157 


Seq. ID 


LIB3165-040-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2213590 


BLAST score 


203 


E value 


7.0e-16 


Match length 


106 


% identity 


40 


NCBI Description 


(AC000348) T7N9.10 [Arabidopsis thaliana] 


Seq. No. 


223158 


Seq. ID 


LIB3165-040-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl076708 


BLAST score 


552 


E value 


8.0e-57 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



126 
25 

seed tetraubiquitin - common sunflower 

>gi_303901_dbj_BAA03764_ (D16248) ubiquitin [Glycine max] 
>gi_456714_dbj_BAA05670_ (D28123) Ubiquitin [Glycine max] 
>gi_556688_emb_CAA84440_ (Z34988) seed tetraubiquitin 
[Helianthus annuus] >gi_994785_dbj_BAA05085_ (D26092) 
Ubiquitin [Glycine max] >gi_4263514_gb_AAD15340_ (AC004044) 
putative polyubiquitin [Arabidopsis thaliana] 

>gi_1096513_prf 2111434A tetraubiquitin [Helianthus 

annuus] 

223159 

LIB3165-04 0-Q1-K1-B7 

BLASTX 

gll7822 

653 

1.0e-68 

137 
90 

CYTOCHROME B6 >gi_65635_pir CBNT6 

plastoquinol--plastocyanin reductase (EC 1.10.99.1) 
cytochrome b6 - common tobacco chloroplast 
>gi_11858_emb_CAA77375_ (Z0004 4) cytochrome b6 [Nicotiana 

tabacum] >gi_225226_prf 1211235BH cytochrome b6 [Nicotiana 

tabacum] 

223160 

LIB3165-040-Q1-K1-B8 

BLASTX 

gl419090 

365 

7.0e-35 

104 

70 

(X94 968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 

223161 

LIB3165-040-Q1-K1-B9 - 

BLASTX 

gll70507 

172 

3.0e-12 

45 

80 

EUKARYOTIC INITIATION FACTOR 4A-3 (EIF-4A-3) 

>gi_10027 6_pir S22579 translation initiation factor eIF-4A 

- curled-leaved tobacco >gi_19699_emb_CAA43514_ (X61206) 
nicotiana eukaryotic translation initiation factor 4A 
[Nicotiana plumbaginif olia] 

223162 

LIB3165-040-Q1-K1-C1 

BLASTX 

gl354515 

255 
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E value 
Match length 
% identity 
NCBI Description 



5:0e-22 

103 

55 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. ~* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



223163 

LIB3165-04 0-Q1-K1-C2 

BLASTX 

gl814403 

660 

2.0e-69 

140 

89 

(U84889) methionine synthase [Mesembryanthemum 
crystallinum] 

223164 

LIB3165-040-Q1-K1-C4 

BLASTX 

g4490297 

291 

2.0e-42 

127 

64 

(AL035678) putative protein [Arabidopsis thaliana] 
223165 

LIB3165-040-Q1-K1-C5 

BLASTX 

gl352821 

398 

9.0e-39 

107 

76 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) ' >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223166 

LIB3165-040-Q1-K1-C6 

BLASTX 

gl66702 

250 

3.0e-26 : 

68 

91 

(M64114) glyceraldehyde 3-phosphate dehydrogenase A subunit 
[Arabidopsis thaliana] 

223167 

LIB31 65-04 0-Q1-K1-C7 

BLASTX 

g4115357 

261 



31630 



E value 


X • U C £. 


Ma ten xengun 




^ lUcIlLl Ly 


43 


nldi Description 


f Zvr*nn R Q R7 ^ h\/r»n1-hot- i 


O /-» «-» VT a 

oGCJ. WO. 




oeq. iu 


t.tr^i fis-n4n-m -K1 -rft 


Method 


BLASTX 


NCBI GI 


g20729 






h Value 


1 . Uc Jl 


Matcn lengtn 


1 J4 


^ identity 


/ o 


NLbi uescripLion 




o e q • in u • 


J 1 U J/ 


Con t n 
oeq. iu 




L *JC L11UU 


BLASTX 


NCBI GI 


g3 91 4 605 


BLAST score 


440 


E value 


1.0e-43 


Match length 


138 


% identity 


64 


NCBI Description 


RIBULOSE BISPHOSPHATE < 



PRECURSOR (RUBISCO ACTIVASE) >gi_541930 _j?ir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223170 

LIB3165-040-Q1-K1-D2 

BLASTX 

gl652745 

260 

1.0e-22 
112 . 
43 

(D90908) hypothetical protein [Synechocystis sp.] 
223171 

LIB3165-040-Q1-K1-D3 

BLASTX 

g3928760 

215 

3.0e-17 

104 

47 

(AB011797) homolog to plastid-lipid-associated protein 
[Citrus unshiu] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



223172 • 

LIB3165-040-Q1-K1-D4 

BLASTX 

g289920 

697 

8.0e-74 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



131 
98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

223173 

LIB3165-040-Q1-K1-D5 

BLASTX 

gl396054 

136 

1.0e-08 

39 
67 

(D86180) 
sativum] 



phosphoribosylanthranilate transferase [Pisum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223174 

LIB31 65-04 0-Q1-K1-D7 

BLASTX 

gl352821 

584 

1.0e-60 

110 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO""SMALL SUBUNIT) >gi_27'9581_pir_RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1/1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum]. 

223175 

LIB3165-04 0-Q1-K1-D8 

BLASTX 

gll70711 

183 

9.0e-14 

65 

60 

SHAGGY RELATED PROTEIN KINASE ASK-ALPHA 
>gi- 541901 pir -S41596 protein kinase ASK-alpha (EC 
2.7.1.-) - Arabidopsis thaliana >gi_4 60832_emb_CAA53181_ 
(X75432) shaggy related kinase [Arabidopsis thaliana] 
>gi_176988 9_emb_CAA48538_ (X68525) serine /threonine 
protein kinase [Arabidopsis thaliana] 

223176 

LIB3165-040-Q1-K1-D9 

BLASTX 

g3660471 

636 

1.0e-66 

135 

88 

(AJ001809) succinate dehydrogenase flavoprotein alpha 
subunit [Arabidopsis thaliana] 



Seq. No. 



223177 



31632 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.- 
Seq. ID 
Method 
NCBI GI 
BLAST- score 
E value 
Match length 
% identity 



LIB3165-040-Q1-K1-E11 

BLASTX 

g2388577 

415 

9.0e-41 

136 

56 

(AC000098) Similar to Arabidopsis putative ion-channel 
PID:g2262157 <gb_AC002329) . [Arabidopsis thaliana] 

223178 

LIB3165-040-Q1-K1-E2 

BLASTX 

gl709651 

411 

3.0e-40 

130 

62 

PLASTOCYANIN A PRECURSOR >gi_21174 3l_pir S58209 

plastocyanin a precursor - black poplar 

>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a [Populus 
nigra] 



Seq . No . 
Seq. ID 
' Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



223179 

LIB3165-0.40-Q1-K1-E3 

BLASTX 

g505482 

669 

2.0e-70 

136 

93 

(X64349) 33 kDa polypeptide of water-oxidizing 
photosystem II [Nicotiana tabacum] 



complex of 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223180 

LIB3165-040-Q1-K1-E4 
BLASTX , . 

g729668 
300 

3.0e-27 

70 

84 

HISTONE 
drought 
(U01890 



HI >gi_2147479_pir S65059 histone HI, 

-inducible - Lycopersicon pennellii >gi_436823 
) Solanum pennellii histone HI [Solanum pennellii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223181 

LIB3165-040-Q1-K1-E8 

BLASTX 

g231688 

664 

5.0e-72 

133 

100 

CATALASE ISOZYME 2 >gi_99599_pir S17493 catalase (EC 

1.11.1.6) - upland cotton >gi__184 88_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 



31633 



Qpn No 


223182 


Seq. ID 


LIB3165-04 0-Q1-K1-F10 


Method 


BLASTX 


MfOT r»T 


<^ 1^, J J 7 J 4 


ot 7\ C T 1 epnro 


j «j *± 


U 1 Tra 1 no 






118 




O *J 


N^Dl UcbCiipLlUH 


(71C\fill\ 1~h-i nrpHnvi n 

\ ii / U D / / J L.1 1-LvJX. CUUAlll 






Sea ID 


LIB31 65-04 0-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


249 


E value 


1.0e-24 


Match length 


72 


% identity 


85 


NCBI Description 


RIBULOSE BISPHOSPHATE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ <X54091) t 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223184 

LIB3165-040-Q1-K1-F2 

BLASTX 

g2529668 

652 

1.0e-68 

140 
87 

(AC002535) putative photolyase/blue-light receptor 
[Arabidopsis thaliana] >gi_3319288 (AF053366) 
photolyase/blue light photoreceptor PHR2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223185 . 

LIB3165-040-Q1-K1-F3 - - 

BLASTX 

g4539316 

301 

2.0e-33 

101 

81 

(AL035679) putative f ructose-bisphosphate aldolase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223186 

LIB31 65-04 0-Q1-K1-F8 

BLASTX 

gl31385 

516 

9.0e-55 

135 

85 



31634 



NCBI Description 



OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) -(33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223187 

LIB3165-040-Q1-K1-G1 

BLASTX 

gl352821 

643 

2.0e-67 

120 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



seq. ino. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jib a 

LIB3165-040-Q1-K1-G10 

BLASTX 

g2129752 . 

344 

2.0e-32 

87 

68 

thioredoxin - Arabidopsis thaliana >gi_ L 992964_emb_CAA84612_ 
( Z35475 ) thioredoxin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223189 

LIB3165-040-Q1-K1-G2 
BLASTX 
g289920 
•711 
2.0e-75 
134 
99 1 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



223190 ' 

LIB3165-040-Q1-K1-G3 

BLASTX 

gl946367 

507 

2.0e-51 

118 

81 

(U93215) unknown protein [Arabidopsis thaliana] 
223191 

LIB3165-040-Q1-K1-G4 

BLASTX 

gl707017 

464 

6.0e-61 
136 



31635 



% identity 

NCBI Description 



85 

(U78721) RNA helicase isolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223192 

LIB3165-040-Q1-K1-G7 

BLASTX 

g3334113 

333 

4.0e-31 

89 
74 

ACYL-COA-BINDING PROTEIN (ACBP) >gi_1006831 (U35015) 
acyl-CoA-binding protein [Gossypium hirsutum] 

223193 

LIB3165-040-Q1-K1-G8 

BLASTX 

g3292831 

143 

7.0e-09 

124 

35 

(AL031018) putative serine/threonine kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



223194 

LIB3165-040-Q1-K1-H1 

BLASTX 

g403160 

333 

2.0e-43 

110 

74 

(L24497) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Pyrus malus X domestical 

223195 

LIB3165-040-Q1-K1-H10 

BLASTX 

g4206206 

226 

1.0e-18 

105 

44 

(AF071527) putative M-type thioredoxin [Arabidopsis 
thaliana] >gi_4263039_gb_AAD15308_ (AC005142) putative 
M-type thioredoxin [Arabidopsis thaliana] 

223196 

LIB3165-040-Q1-K1-H12 

BLASTX 

g2864613 

349 

5.0e-33 

127 

51 

(AL021811) S-receptor kinase -like protein [Arabidopsis 



31636 



thaLiana] >gi_404 9333_emb_CAA22558_ (AL034567) S-receptor 
kinase-like protein [Arabidopsis thaliana] ■ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223197 

LIB3165-040-Q1-K1-H2 

BLASTX 

g231610 

356 

7.0e-34 

118 

65 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 





Seq. No. 


O 0 *3 1 Q Q 

£.£. oi yt> 
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otiq. LU 
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nr 7\ Crpv 

bLAb 1 A 


01 




goo oyuo o 




bLiAb i score 


coo 


—a 


Hi V a. -L LLC 






Match length 


115 


\=J 


% identity 


' 9'7 


z . 


NCBI Description 


(AB019427) elongation factor-1 alpha [Nicotiana paniculata] 


m 

■SS 1 - 


Seq. No. 


223199 




Seq. ID 


LIB3165-040-Q1-K1-H5 


M. 


Method 


BLASTX 


: 5 


NCBI GI 


g3885884 




BLAST score 


585 




E value 


1.0e-60 




Match length 


117 




% identity 


92 




NCBI Description 


(AF093630) 60S ribosomal protein L21 [Oryza sativa] 




Seq. No. 


223200 




Seq. ID 


LIB3165-04 0-Q1-K1-H8 




Method 


BLASTX 




NCBI GI 


gll9748 




BLAST score 


529 




E value 


4.0e-54 




Match length 


114 




% identity 


91 




NCBI Description 


FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 



(D- FRUCTOSE- 1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 

>gi_67241_pir PASPY f ructose-bisphosphatase (EC 3.1.3.11), 

cytosolic - spinach >gi_2124 5_emb_CAA4 3860_ (X61690) 
f ructose-bisphosphatase [Spinacia oleracea] 



Seq. No. 223201 

Seq. ID LIB3165-040-Q1-K1-H9 

Method BLASTX 

NCBI GI g4454472 

BLAST score 156 

E value 1.0e-10 



31637 



Match length 94 
% identity - 40 

NCBI Description (AC006234) unknown protein [Arabidopsis thaliana] 

Seq. No. 223202 

Seq. ID LIB3165-041-Q1-K1-A10 

Method BLASTX 

NCBI GI g4099835 

BLAST score 416 

E value 7.0e-41 

Match length 112 

% identity 63 

NCBI Description (U90266) bifunctional nuclease [Zinnia elegans] 

Seq. No. 223203 

Seq. ID LIB3165-041-Q1-K1-A4 

Method BLASTX 

NCBI GI gl781348 

BLAST score 291 

E value 2.0e-26 

Match length . 64 

% identity *■ 8 6 

NCBI Description (Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 

Seq. No. 223204 

Seq. ID .LIB3165-041-Q1-K1-A7 

Method " BLASTX 

NCBI GI g587564 

BLAST score 315 

E value 2.0e-29 

Match length 83 

% identity 73 

NCBI Description (X80235) mitochondrial processing peptidase [Solanum 
tuberosum] 



Seq. No. 

Seq/ ID 

Method 1 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223205 

LIB31 65-04 1-Q1-K1-A8 

BLASTX 

g417544 

590 

3.0e-61 

112 

98 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD PROTEIN) (PSI-D) (PS I SUBUNIT 5) 

>gi_320209_pir A60695 photosystem I chain II precursor - 

cucumber >gi_625966_pir JQ2132 photosystem I complex 20K 

protein precursor - cucumber >gi_227772_prf 1710320A 

photosystem I 20kD protein [Cucumis sativus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



223206 

LIB3165-041-Q1-K1-A9 

BLASTX 

g4127456 

334 

3.0e-31 



31638 



L Id L L*i 1 ICll^Ull 


117 

XX/ 
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NPRT Dp erri r^t - ! on 


(AJ010818} Cnn21 Drotein fArabidoDsis thalianal 


Sea No 


223207 


Cp n TP) 


LTR31 65-04 1-O1-K1-B10 

lllOJIUJ \J *t J. \£ X. IV -L Q J-\J 


Method 


BLASTX 


NCBI GI 


g4091806 
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•j *i »j 
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LNL^Ol UCOLJ. IL'LXUH 


(AF0525R5} CONSTANS-1 ikp nrotein 2 TMalus dome^tir^l 




223208 


Seq. ID 


LIB3 1 65-04 1-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g4090943 


H'T.UsT (~* (~\ T~ o 
LJ LlAO 1 OLUJLC 


305 


IT xra 1 no 
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7 Op-?R 
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9e»a Mn 


223209 


q pn t n 
Octj • 1U 


LTB^l 65-04 1-01-K1-B6 


Method 


BLASTX 


NCBI GI 


g3885884 
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223210 


uCLj. 1U 


LTR3165-04 1-01-K1-R7 
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NCBI GI 


gl353352 
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Sea No 


223211 


Sea ID 


LIB31 65-04 1-01-Kl-ClO 


Method 


BLASTX 


NCBI GI 


g2980770 




395 


E value 


1.0e-38 


Match length 


84 


% identity 


88 


NCBI Description 


(AL022198) putative protein' kinase [Arabidopsis thai 


Seq. No. 


223212 


Seq. ID 


LIB3165-041-Q1-K1-C11 



31639 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ■ ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method ■ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTX 

g2262164 

168 

9.0e-12 

64 

59 

(AC002329) putative obtusifoliol 14-alpha demethylase 
[Arabidopsis thaliana] 

223213 

LIB3165-041-Q1-K1-C12 

BLASTX 

g2262164 

157 

2.0e-10 

64 

58 

(AC002329) putative obtusifoliol 14-alpha demethylase 
[Arabidopsis thaliana] 

223214 

LIB3165-041-Q1-K1-C8 

BLASTX 

g3914603 

665 

4.0e-70 

132 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 

223215 

■LIB3165-041-Q1-K1-D10 

BLASTX 

g289920 

743 

3.0e-79 

140 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

223216 

LIB3165-041-Q1-K1-D11 

BLASTX 

g3980394 

182 

2.0e-13 

94 

46 

(AC004561) putative zinc transporter [Arabidopsis thaliana] 
223217 

LIB3165-041-Q1-K1-D2 
BLASTX 



31640 



NCBI' GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g289920 
242 

4.0e-25 

80 

76 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

•NCBI GI 

BLAST score 

E value 

Match length' 

% identity 

NCBI Description 



223218 

LIB3165-041-Q1-K1-D4 

BLASTX 

gll5813 

309 

1.0e-51 

140 

73 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE III PRECURSOR 
(CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 



Seq. No. 


223219 


Seq. ID 


LI Bo lb 1 — yi-Kl-JJ/ 


Method 






rtOOQ QQ01 


BLAST score 


318 


E value 


1.0e-29 


Match length 


99 


% identity 


64 


NCBI Description* 


(AF063901) alanine : glyoxylate aminotransf e; 




transaminase [Arabidopsis thaliana] 


Seq. No. 


223220 


Seq. ID 


LIB3165-041-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


369 


E val'ue- 


2.0e-35 


Match length 


123 


% identity 


64 


NCBI Description 


(AF126870) rubisco act i vase [Vigna radiata 


Seq. No. 


223221 


Seq. ID 


LIB3165-041-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


gl26334 


BLAST score 


171 


..E value 


4.0e-12 


Match length 


82 


% identity 


46 


NCBI Description 


LIPASE PRECURSOR (TRIACYLGLYCEROL LIPASE) 



>gi_79925_pir A24075 lipase precursor - Staphylococcus 

hyicus >gi_4 7136_emb_CAA26602_ (X0284 4) precursor 
[Staphylococcus hyicus] 



Seq. No. 
Seq. ID 
Method 



223222 

LIB3165-041-Q1-K1-E10 
BLASTX 



31641 



EJ1 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length _ 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3165581 
187 

5.0e-14 

106 

39 

(AF067942) similar to lysosomal acid lipases (SW:P38571) 
[Caenorhabditis elegans] 

223223 

LIB3165-041-Q1-K1-E2 

BLASTX 

g3660471 

532 

1.0e-54 

116 

84 

(AJ001809) succinate dehydrogenase flavoprotein alpha 
subunit [Arabidopsis thaliana] 

223224 

LIB3165-041-Q1-K1-E7 

BLASTX 

gl352821 

585 

1.0e-60 

109 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223225 

LIB3165-041-Q1-K1-E8 

BLASTX 

g4220477 

281 

4.0e-25 

113 

56 

(AC006069) unknown protein [Arabidopsis thaliana] 
223226 

LIB3165-041-Q1-K1-F1 

BLASTX 

gl708313 

555 

4.0e-57 

117 

95 

HEAT SHOCK PROTEIN 81-3 (HSP81-3) >gi_999396_bbs_163637 
(S77849) heat-shock Protein=HSP81-3 [Arabidopsis 
thaliana=thale-cress, Peptide, 699 aa] [Arabidopsis 
thaliana] 



Seq. No. 



223227 



31642 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-041-Q1-K1-F7 

BLASTX 

gl352821 

630 

6.0e-66 

116 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223228 

LIB3165-041-Q1-K1-F8 

BLASTX 

gl352821 

554 

5.0e-57 

107 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223229 

LIB3165-041-Q1-K1-G5 

BLASTX 

g2501568 

163 

3.0e-ll 

54 

52 

HYPOTHETICAL 28.8 KD PROTEIN SLL0506 

>gi_1001342_dbj_BAA10829_ (D64006) hypothetical protein 
[Synechocystis sp.] 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223230 . - - - - 

LIB3165-041-Q1-K1-G8 

BLASTX 

g3292824 

297 

6.0e-27 

77 
75 

(AL031018) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223231 

LIB3165-041-Q1-K1-G9 

BLASTX 

g289920 

605 

: 4.0e-63 

112 

100 



31643 



NCBI Description 



(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 


223232 




T T A*3 1 6 ^ — 04 1 — m — W) — Pi n 


wetnoa 


QT 7\ CTY 


NLbl bl 


-T/i OCA/1 "3 


dLi/io i score 


CQC 


E value 


q a 

o . ue — d<c 


Match length 


1 T/l 
1 .54 


$ identity 


7 7 

f f 


iNLoi uescripuion 


t/iL/UUDiooj putauive cnoiiiic Kinase [nrauiuopsis Luailanaj 


Seq. No. 


223233 


oeq. id 


LIDjIDj Uf! l yi JXl nO 


Method 


DT 7i CTY 




gz y yo Jo 4 


bLiAo i score 


1 CO 


E value 


i . ue-i i 


Match length 


A A 


9* T ^ 1 |* TT 

t> luenuiLy 


7 7 


NCBI Description 


(AJ004 810) cytochrome P450 monooxygenase [Zea mays] 


Seq. No. 


223234 


Seq. ID 


LIB3165-041-Q1-K1-H7 


Method 


D T A O TV 

dLAo 1 A 


NCBI (jl 


gz UoodjI 


BLAb l score 




E value 


O Aa /l 1 

j . ue — h i 


Match length 


1 oc 


% identity 


Dj 


NCBI Description 


lAr uuiiu^j nypersensiLiviLy reiaLca gene zui lsoiog 




f A y o Vs i f\ r\ t~\ on o K a 1 i ana 1 
L t\L. dJJ lUUyO -L o Cllci-L Xdila J 


Seq. No. 


223235 


oeq. xu 


T TO. *3 1 £C _ A /I 1 —Pll _ k"1 -UQ 
LIBjIDj Ufl 1 yl I\l no 


Method 


QT 7\ OTV 




gz o 1 oz 4 o ^ v — 


oiaAo i score 




E value 


O A/s_1 Q . ._ ... . 

z . ue- lo 


Match length 


D D 


t> luenLiLy 


1 O 


inudx Description 


tAyo/uy; ciass 1 type z iner.aiior,nionein [Licer ariei-inuiuj 


oeq . mo . 


0 O *3 O *5 c 


Seq. ID 


LIB3165-041-Q1-K1-H9 


Method 


BLASTX 


NPRT fit" 


n?QfiQfift7 
y t, jo o / 


BLAST score 


454 


E value 


3.0e-45 


Match length 


138 


% identity 


65 


NCBI Description 


(Y16766) sucrose/H+ symporter [Daucus carota] 




>gi_2969889_emb_CAA76368_ (Y16767) sucrose/H+ symporter 




[Daucus carota] 


Seq. No. 


223237 



31644 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-042-Q1-K1-A10 

BLASTX 

gl352821 

342 

2.0e-32 

67 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223238 

LIB3165-042-Q1-K1-A11 

BLASTX 

g2864617 

141 

1.0e-08 

110 

36 

(AL021811) H+-transporting ATP synthase chain9 
protein' [Arabidopsis thaliana] 



-like 



Seq. No-. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223239 

LIB3165-042-Q1-K1-A12 

BLASTX 

g266893 

699 

5.0e-74 

134 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_3224 16_pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47 906_ (X67674) rubisco activase [Cucumis 
sativus] 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223240 

LIB3165-042-Q1-K1-A3 

BLASTX 

gl353352 

167 

3.0e-12 

71 

52 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223241 

LIB3165-042-Q1-K1-A4 

BLASTX 

g430947 

507 

2.0e-51 

128 

80 



31645 



NCBI Description (U01103) PSI type III chlorophyll a/b-binding protein 

[Arabidopsis thaliana] 



Seq. No. 


223242 


Seq. ID 


LIB3165-042-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


gl 31 3od 


BLAST score 


A C O 

4 Dj 


E value 


2 . Oe-4 6 


Match length 


lib 


% identity 


o 3 


NCBI Description 


OXYGEN- EVOLV I N(j ENHANUhiK rKUlhlN 1 rKbUUKovJK (Uhi£«l; (J 


OT1DTTM T T 1 Ar fWVPlTM r\7AT UTMP CVCTTTM ATT DUPtTAQ VQTTM TT ^ ( 




THYLAKOID MEMBRANE PROTEIN) 


Seq. No. 


223243 


Seq. ID 


LIB3165-042-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


gl354 515 


BLAST score 


213 


E value 


2 . Oe-17 


Match length 


82 


% identity 


61 


NCBI Description 


(Udooj /) caroonic annyarase [ropuxus rremuia x ropuius 


tremuloides] - 


Seq. No. 


223244 


Seq. ID 


LIB31 DO-U4 ^-Q1-K1-B1^ 


Method 


BLASTX 


NCBI GI 


g4455177 


BLAST score 


271 


E value 


7 . Oe-24 


Match length 


102 


% identity 


DO 


NCBI Description 


(ALUJdo^I; putative protein [HraDiaopsis tnaiianaj 


Seq. No. 


223245 


Seq. ID 


LIB31o5-04 2-Ql-Kl-Bz 


Method 


BLASTX 


NCBI GI 


g34 13167 


BLAST score 


"3 e? c% 

369 


E value 


2.0e-35 


Match length 


73 


% identity 


y y 


NCBI Description 


(AJ010225) elongation factor 1-alpha [Cicer arietinum] 


Seq. No. 


223246 


oeq ■ xu 




Method 


BLASTX 


NCBI GI 


g3386621 


BLAST score 


632 


E value 


3.0e-66 


Match length 


135 


% identity 


90 


NCBI Description 


(AC004 665) unknown protein [Arabidopsis thaliana] 


Seq. No. 


223247 



31646 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description* 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-042-Q1-K1-B4 

BLASTX 

gl352821 

570 

6.0e-59 

108 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l__pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223248 

LIB3165-042-Q1-K1-B5 

BLASTX 

g416681 

318 

2.0e-29 

99 

65 

ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR ; 

>gi_280404_pir S26198 H+-transporting ATP synthase (EC 

3.6.1.34) delta chain precursor, chloroplast - common 
tobacco >gi_19787_emb_CAA45153_ (X63607) chloroplast ATP 
synthase (delta subunit) [Nicotiana tabacum] 

223249 

LIB3165-042-Q1-K1-B6 

BLASTX 

g289920 

586 

7.0e-61 

114 

96 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223250 

LIB3165-042-Q1-K1-B7 

BLASTX 

gl352821 

343 

2.0e-32 

68 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



223251 

LIB3165-042-Q1-K1-B8 

BLASTX 

gll68411 

295 



31647 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method • 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-43 

117 

81 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
223252 

LIB3165-042-Q1-K1-C1 • 

BLASTX 

g2662343 

602 

1.0e-62 

115 . - 

100 

(D63581) EF-1 alpha [Oryza sativa] 
223253 

LIB3165-042-Q1-K1-C12 

BLASTX 

g289920 

577 

8 ,0e-60 

110 

97 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

•223254 

LIB3165-042-Q1-K1-C2 

BLASTX * 

g542020 

479 

3.0e-48 

117 

77 

sucrose transport protein - castor bean 

>gi_4 68562_emb_CAA83436_ (Z31561) sucrose carrier [Ricinus 
communis] *: ' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223255 

LIB3165-042-Q1-K1-C3 
' BLASTX 
gl00200 
482 

1.0e-48 

122 

76 

chlorophyll a/b-binding protein type I precursor - tomato 
223256 

LIB3165-042-Q1-K1-C4 

BLASTX 

g417103 

618 

2.0e-64 

125 

99 

HISTONE H3 . 2, MINOR >gi_28287 l_pir S24346 histone 



31648 



H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb- r CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_14 35157_emb_CAA584 45_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_emb_CAB38 916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4 4 90755_emb_CAB38 917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



■ sj-c 

En 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223257 

LIB3165-042-Q1-K1-C6 

BLASTX 

g505482 

357 

3.0e-35 

104 

82 

(X64349) 33 kDa polypeptide of water-oxidizing 
photosystem II [Nicotiana tabacum] 



complex of 



n 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



223258 

LIB3165-042-Q1-K1-C7 

BLASTX 

gl352821 

529 

4.0e-54 

101. 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223259 

LIB3165-042-Q1-K1-D5 

BLASTX 

gl00200 

263 

4.0e-32 

105 

71 

chlorophyll a/b-binding protein type I precursor - tomato 
223260 

LIB3165-042-Q1-K1-D9 
BLASTX 



31649 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl483218 

229 " ' 

5.0e-19 

105 

50 

(X997 93) induced upon wounding stress [Arabidopsis 
thaliana] 

223261 

LIB3165-042-Q1-K1-E1 

BLASTX • 

g4234941 

513 

3.0e-52 

121 

88 

(AF097938) cytosolic phosphoglucomutase [Populus tremula x 
Populus txemuJl o i des ] 

223262 

LIB3165-042-Q1-K1-E10 

BLASTX 

g430947 

442 

7.0e-44 

108 

81 

(U01103) PSI type III chlorophyll a/b-6inding protein- 
[Arabidopsis thaliana] 



Seq". No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223263 

LIB3165-042-Q1-K1-E12 

BLASTX 

g3243234 

270 

1.0e-23 

123 

44 

(AF071477) isoflavone reductase related protein [Pyrus 
communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



223264 

LIB3165-042-Q1-K1-E2 

BLASTX 

gl352821 

614 

4.0e-64 

114 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223265 

LIB3165-042-Q1-K1-E3 



31650 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID" 

Method 

NCBI GI' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl00616 

232 

2.0e-19 

57 

81 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

223266 

LIB3165-042-Q1-K1-E7 

BLASTX 

gl363556 

170 

4.0e-12 

47 

64 

hypothetical protein 58 - maize chloroplast 
>gi_902297_emb_CAA60361_ (X86563) ORF58 [Zea mays] 

223267 

LIB3165-042-Q1-K1-E8 

BLASTX 

gl352821 

471 

2.0e-47 

89 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1. 39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223268 

LIB3165-042-Q1-K1-F10 

BLASTX 

gl352821 

543 

1.0e-55 

105 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



223269 

LIB3165-042-Q1-K1-F11 

BLASTX 

g231573 

164 

7.0e-23 



31651 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

64 ^ 

L -ASPARAGINASE (L-ASPARAGINE AMI DOH YDROLASE ) 

>gi_99970_pir S24757 asparaginase (EC 3.5.1.1) - 

narrow-leaved blue lupine >gi_19135_emb_CAA43099_ (X60691) 
developing seed L-asparaginase [Lupinus angustif olius] 

223270 

LIB3165-042-Q1-K1-F12 

BLASTX 

g4115379 

314 

6.0e-29 
114 
61 

(AC005967) 
thaliana] 



putative carbonyl reductase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match-length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI .GI 
BLAST score 
E value 
Match length 

identity^" " ^ ~ 
NCBI Description 



223271 

LIB3165-042-Q1-K1-F4 

BLASTX 

g!352821 

594 

1.0e-61 

111 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223272 

LIB3165-042-Q1-K1-F5 

BLASTX 

g2213590 

268 

2.0e-23 
140 

41 ~ - - ~ ~ " " " " — " 

(AC000348) T7N9.10 [Arabidopsis thaliana] 



Seq. No. 223273 

Seq. ID LIB3165-042-Q1-K1-F6 

Method BLASTX 

NCBI GI g2190012 

BLAST score 337 

E value 1.0e-31 

Match length 108 

% identity 63 

NCBI Description (AB004242) dinl [Raphanus sativus] 

Seq. No. 223274 

Seq. ID LIB3165-042-Q1-K1-F9 

Method BLASTX 

NCBI GI gl351270 

BLAST score 418 



31652 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-41 

118 

69 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_478410_pir JQ2255 triose-phosphate isomerase (EC 

5.3.1.1) - rice >gi_169821 (M87064) triosephosphate 
isomerase [Oryza sativa] 

223275 

LIB3165-042-Q1-K1-G1 

BLASTX 

g4406530 

305 

7.0e-28 

87 

74 

(AF126870) rubisco activase [Vigna radiata] 
223276 

LIB3165-042-Q1-K1-G3 

BLASTX 

gl352821 

546 

4.0e-56 

105 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223277 

LIB3165-042-Q1-K1-G4 

BLASTX 

g481132 

150 ' 

1.0e-09 

31 

94 

sucrose transport protein SUC1 - Arabidopsis thaliana 
>gi_407094_emb_CAA53147_ (X75365) sucrose-proton symporter 
[Arabidopsis thaliana] 

223278 

LIB3165-042-Q1-K1-G6 

BLASTX 

gll5471 

479 

3.0e-48 

139 

67 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_100078_pir S10200 carbonate dehydratase 

(EC 4.2.1.1) precursor - garden pea >gi_20673_emb_CAA367 92_ 
(X52558) precursor peptide (AA -104 to 224) [Pisum sativum] 
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b€q • INU • 


Z. £. _) £. / V 


beq. 1U 




Method 


BLASTX 


NCBI GI 


g3158476 


oLt/io i score 


**7 9 


E value 


/ . ue o d 


Match length 


Q 9 


^ lUclltlLy 


O J 


NCBI Description 


(Aruo /loo j aquaporin 


oeq. IN O . 


tt JtOU 


c«« t n 
beq. iu 


LiDjiOO Uflt yi J\i tit 




BLASTX 


NCBI GI 


gl352821 


BLAST score 


569 


E value 


8.0e-59 


Match length 


107 


% identity 


100 


NCBI Description 


RIBULOSE BISPHOSPHATE 



2 [Samanea saman] 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



beq. no. 


99 *59Q 1 


Seq . . iu 


Lib J± DO U4t-yi - l\l~nj 


Method 


BLASTX 


NCBI GI 


g3834388 


BLAST score 


222 


E value 


3.0e-18 


Match length 


118 


% identity 


45 


NCBI Description 


(AF038547) beta-1, 4-mannana; 


Seq. No. 


223282 


Seq. ID 


LIB3165-042-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g3702327 


BLAST score 


201 


E value ~ 


1.0e-15 


Match length 


111 


% identity 


49 


NCBI Description 


(AC005397) unknown protein 


Seq. No. 


223283 


Seq. ID 


LIB3165-042-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2369714 


BLAST score 


577 


E value 


7.0e-60 


Match length 


116 


% identity 


94 


NCBI Description 


(Z97178) elongation factor ; 


Seq. No. 


223284 


Seq. ID 


LIB3165-042-Q1-K1-H7 


Method 


BLASTX 



31654 



NCBI-GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g20729 
331 

5.0e-31 

101 

68 

(X15190) precursor <AA -68 to 337) [Pisum sativum] 
223285 

LIB3165-042-Q1-K1-H8 

BLASTX • 

g68064 

155 

1.0e-10 
56 
62 

ribulose-bisphosphate carboxylase (EC 4, 
precursor - rape >gi_17855_emb_CAA30290_ 
ssu precursor [Brassica napusl 



1.1.39) small chain 
(X07367) rubisco 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



223286 

LIB3165-043-Q1-K1-A10 

BLASTX 

gl778095 

409 

5.0e-40 

118 

67 

(U64903) putative sugar transporter; member of major 
facilitative superf amily; integral membrane protein [Beta 
vulgaris] 

223287 

LIB3165-043-Q1-K1-A11 

BLASTX 

gll68411 

551 

1.0e-56 

137 

82 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
223288 

LIB3165-04 3-Q1-K1-A12 

BLASTX 

gl00616 

186 

4.0e-14 

43 

86 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

223289 

LIB3165-04 3-Q1-K1-A7 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match-, length 

% identity . 

NCBI Description 



BLASTX 

g2739375 

225 

2.0e-18 

126 
45 

(AC002505) unknown protein [Arabidopsis thaliana] 
223290 

LIB3165-043-Q1-K1-A9 

BLASTX 

g3334197 

446 

2.0e-4 4 

113 

74 

AMI NOMETHYLT RAN SFE RASE PRECURSOR (GLYCINE CLEAVAGE SYSTEM T 
PROTEIN) >gi 28 94400 emb CAA94 9Q2 (Z71184) T -protein 
[Flaveria anomala] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223291 

LIB3165-043-Q1-K1-B11 

BLASTX 

gl709651 

229 

5.0e-28 

124 

62 

PLASTOCYANIN 
plastocyanin 



A 
a 



PRECURSOR >gi_2117431_pir S58209 

precursor - black poplar 
>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a [Populus 
nigra] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223292 

LIB3165-043-Q1-K1-B12 

BLASTX 

gll68408 

629 

8.0e-66 _. 

134 " " " " ~ 

92 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb_CAA6194 6_ (X89828) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 

223293 

LIB3165-043-Q1-K1-B2 

BLASTX 

gll73347 

596 

6. Oe-62 

126 - 
91 

SEDOHEPTULOSE-1, 7-BISPHOSPHATASE CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BIS PHOSPHATASE) (SBPASE) (SED (1,7) P2ASE) 
>gi_100803_pir S234 52 sedoheptulose-bisphosphatase (EC 
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3.1.3.37). 0 ;p.recursor - wheat >gi_14265_emb_CAA4 6507_ 
(X6554 0) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 



p 

01 
A™ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223294 

LIB3165-043-Q1-K1-B4 

BLASTX 

g231688 

282 

9.0e-26 

59 

90 

CATALASE ISOZYME 2 >gi_99599_pir S174 93 catalase (EC 

1.11.1-.6J - upland cotton >gi_18488_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 

223295 

LIB3165-043-Q1-K1-B8 

BLASTX 

g3288821 

519 

6.0e-53 

123 

80 

(AF063901 ) alanine: glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 

223296 

LIB3165-043-Q1-K1-C11 

BLASTX 

gl527219 

347 

9.0e-33 

76 

83 

(U68218) ATP sulphurylase [Brassica napus] 
223297 

LIB3165-04 3-Q1-K1-C12 

BLASTX - 

gl352821 

762 

2.0e-81 

145 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi__4 50505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method' 
NCBI GI 
BLAST score 
E value 



223298 

LIB3165-043-Q1-K1-C7 

BLASTX 

g3288821 

488 

3.0e-49 
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,f3 



o 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
t Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



117 
79 

(AF063901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 

223299 

LIB3165-043-Q1-K1-C9 

BLASTX 

gl20669 

439 

1.0e-43 

89 

91 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

223300. 

LIB3165-043-Q1-K1-D1 

BLASTX 

g3287270 

175 

3.0e-13 

50 
72 

(Y09533) involved in starch metabalism [Solanum tuberosum] 
223301 

LIB3165-043-Q1-K1-D11 

BLASTX 

gll69494 

147 

2.0e-09 

30 

97 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 

>gi_2119915_pir S6065.9 EF-Tu protein precursor - soybean 

>gi_94 9873_emb_CAA614 44_ (X89058) EF-Tu protein [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223302 

LIB3165-043-Q1-K1-D6 

BLASTX 

gl20663 

279 

2.0e-50 ' 

139 

76 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE B PRECURSOR, 

CHLOROPLAST >gi_66027_pir DEPMNB 

glyceraldehyde-3-phosphate dehydrogenase. (NADP+) 
(phosphorylating) (EC 1 . 2 . 1 . 13) B precursor, chloroplast - 
garden pea >gi_309671 (M55147) glyceraldehyde-3-phosphate 
dehydrogenase B subunit [Pisum sativum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223303 

LIB3165-043-Q1-K1-D9 

BLASTX 

gl352821 

593 

1.0e-61 

111 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 4 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBIGI , <> 
BLAST score 
E value 
Match length 



223304 

LIB3165-043-Q1-K1-E10 

BLASTX 

gl 352821 

612 

8.0e-64 

114 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT ). >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223305 

LIB3165-043-Q1-K1-E11 

BLASTX 

gll74162 

638 

7.0e-67 

121 

93 

(U44976) ubiqui tin-conjugating enzyme [Arabidopsis 
thaliana] >gi_374 6915 (AF091106) E2 

ubiquitin-conjugating-like enzyme [Arabidopsis thaliana] 
223306 

LIB3165-043-Q1-K1-E12 

BLASTX 

g3242702 

333 

4.0e-31 

137 

48 

(AC003040) hypothetical protein [Arabidopsis thaliana] 
223307 

LIB3165-04 3-Q1-K1-E3 

BLASTX 

g3080428 

239 

1.0e-20 
62 



31659 



% identity 

NCBI Description 



81 ; 

(AL022604) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223308 

LIB3165-043-Q1-K1-E4 

BLASTX 

g2632109 

168 

2.0e-21 
132 
45 

(AJ000508) 
sativum] 



phospholipid glutathione peroxidase [Pisum 



223309 

LIB3165-04 3-Q1-K1-E6 

BLASTX 

g3334223 

510 

7.0e-52 

143 

69 

4 -HYDROXYPHENYLPYRUVATE DIOXYGENASE (4HPPD) (HPD) 
>gi_2145039 (AF000228) p-hydroxyphenylpyruvate dioxygenase 
[Arabidopsis thaliana] >gi_2392518 (U89267) 
p-hydroxyphenylpyruvate dioxygenase [Arabidopsis thaliana] 
>gi_3098559 (AF047834) 4-hydroxyphenylpyruvate dioxygenase 
[Arabidopsis thaliana] 

223310 

LIB3165-043-Q1-K1-E7 

BLASTX 

g2605911 

349 

2.0e-66 
138 
91 

(AF029258) 
virginica] 



plasma membrane H+-ATPase [Kosteletzkya 



223311 ' 

LIB3165-043-Q1-K1-E9 

BLASTX 

gll5705 

395 

6.0e-66 

128 

94 

CATALASE >gi_2794 48_pir CSPM catalase (EC 1.11.1.6) - 

garden pea >gi_20677_emb_CAA42736_ (X60169) catalase . [Pisum 
sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



223312 

LIB3165-043-Q1-K1-F10 

BLASTX 

g285739 

392 
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E value 
Match length - 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-38 

125 

57 

(D14605) AX110P [Daucus carota] >gi_740202_prf 2004427A 

embryogenesis-associated protein [Daucus carota] 

223313 

LIB3165-043-Q1-K1-F11 

BLASTX 

gl66834 

711 

2.0e-75 

138 

97 

(M86720) 
activase 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi_2642155 (AC003000) 



Rubisco activase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



zz^M4 

LIB3165-043-Q1-K1-F12 

BLASTX 

gll69384 

490 

2.0e-49 
101 
87" " 

DNAJ PROTEIN HOMOLOG ANJ1 >gi_54 3510_pir JQ2142 chaperone 

ANJ1 protein - Atriplex nummularia 

223315 

LIB3165-043-Q1-K1-F2 

BLASTX 

g3402705 

184 

9.0e-14 

104 

43 

(AC004261) hypothetical protein [Arabidopsis thaliana] 

223316- - - 

LIB3165-043-Q1-K1-F3 

BLASTX 

g479406 

275 

4.0e-51 

115 

59 

chlorophyll a/b-binding protein - garden pea 
>gi_20671_emb_CAA4 914 9_ (X69215) chlorophyll a/b-binding 
protein [Pisum sativum] 

223317 

LIB3165-043-Q1-K1-F4 

BLASTX 

g3426041 

98 

2.0e-09 
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fll 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 - 
46 

(AC005168) unknown protein [Arabidopsis thaliana] 
223318 

LIB3165-043-Q1-K1-F6 

BLASTX 

gll68408 

633 

3.0e-66 

136 

91 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb_CAA6194 6_ (X8 9828) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 

223319 

LIB31 65-04 3-QI-KI-F7 

BLASTX 

gl352821 

590 

3.0e-61 

110 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223320 

LIB3165-043-Q1-K1-G1 
BLASTX 
g!352821 
■350 
1.0e-33 
74 
82 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223321 

LIB3165-043-Q1-K1-G11 

BLASTX 

g3360289 

129 

4.0e-09 

51 

63 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 " [Zea mays] 



Seq. No. 



223322 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-043-Q1-K1-G12 

BLASTX 

g228403 

511 

5.0e-52 

119 

83 

glycolate oxidase [Lens culinaris] 
223323 

LIB3165-043-Q1-K1-G3 

BLASTX 

g286122 

367 

4.0e-39 

92 

84 

(D14576) glutamine synthetase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223324 

LIB3165-043-Q1-K1-G7 

BLASTX 

g4091806 

578 

7.0e-60 

137 

80 

(AF052585) CONSTANS-like protein 2 [Malus domestica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223325 

LIB31 65-04 3-Q1-K1-G8 

BLASTX 

gll81599 

310 

2.0e-28 

135 

52 

(D83007) subunit of photosystem I [Cucumis sativus] 
223326 

LIB31 65-04 3-Q1-K1-H2 

BLASTX 

g3913651 

141 

7.0e-09 

58 

42 

FERREDOXIN — NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 
(FNR) >gi_2225993_emb_CAA74359_ (Y14032) 
ferredoxin — NADP(+) reductase [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



223327 

LIB31 65-04 3-Q1-K1-H3 

BLASTX 

g4210948 

390 

7.0e-38 



31663 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 
80 

(AF085275) DnaJ protein [Hevea brasiliensis] 
223328 

LIB3165-043-Q1-K1-H4 

BLAST X 

gl20663 

255 

3.0e-22 

82 

65 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE B PRECURSOR, 

CHLOROPLAST >gi_66027_pir DEPMNB 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) B precursor, chloroplast - 
garden pea >gi_309671 (M55147) glyceraldehyde-3-phosphate 
dehydrogenase B subunit [Pisum sativum] 

223329 

LIB3165-043-Q1-K1-H7 

BLASTX. 

gl352821 

627 ~ 

1.0e-65 

116 . 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi^27 9581_pir RKCNSU 

ribulose-brsphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223330 

LIB3165-04 3-Q1-K1-H8 

BLASTX 

gl"352681 

189 

3.0e-14 

115 
43 

PROTEIN PHOSPHATASE 2C (PP2C) >gi_1076391_pir S55457 

phosphoprotein phosphatase (EC 3.1.3.16) 2C - Arabidopsis 
thaliana >gi_633028_dbj_BAA07287_ (D38109) protein 
phosphatase 2C [Arabidopsis thaliana] 



Seq. No.-- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223331 

LIB3165-043-Q1-K1-H9 

BLASTX 

gl345698 

652 

2.0e-68 

135 

90 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 

(CAB-151) (LHCP) >gi_99601_pir S20917 chlorophyll 

a/b-binding protein - upland cotton 



31664 





>gi 4d^j±4 emD laajou^d (Ao^uyuj cnioropnyii 




protein [Gossypium hirsutum] 


Seq. No. 




beq. 1U 




Method 


BLASTX 


NCBI GI 


g226996 


BLAST score 


buy 


E value 


z . ue-o J 


Match length 


1 3Z 


% identity 


o y 


NCBI Description 


petB2 gene [ Pi sum sativum] 


beq. jno . 




Seq. ID 


T TD11 f\ A A C\ 1 I/" 1 7V1T 

L1dj>1DD-U4 4 -yi-rs.i-/\ii 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


1 A H 


E value 


b . Oe-33 


Match length 


118 


% identity 




NCBI Description 


(AF126870 ) rubisco act i vase [Vigna radiata] 


Seq. No. 




Seq. ID 




Method ' 


BLASTX 


NCBI GI ^ 


g!24224 


BLAST score 


4 83 


"E value 


7.0e-49 


Match length 


97 


% identity 


y4 


NCBI Description 


INITIATION FACTOR 5A-1 (EIF-oA) (EIF-4D) 


>gi 100345 pir S21060 translation initiation 




- common tobacco >gi lyyo /_emD_CAA4olUo_ (XoJ 




eukaryotic initiatin factor 5A (3) [Nicotiana 


beq. No. 




Seq. ID 


LIB31DO-U4 4 -Ql-Kl-Ao 


IXie unOu 


DT 7A CTY 


NCBI GI 


g2493129 


BLAST score 


243 


E value 


9.0e-21 


Match length 


69 


% identity 


74 


NCBI Description 


VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 1 (V-, 



-5A 



SUBUNIT) >gi_459198 (U07052) vacuolar H+-ATPase subunit B 
[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223336 

LIB3165-044-Q1-K1-A8 

BLASTX 

g3023752 

279 

8.0e-25 

101 

58 

FERREDOXIN I PRECURSOR >gi_14 18982_emb_CAA99756_ (Z75520) 



31665 



ferredoxin-I [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description, 



223337 

LIB3165-044-Q1-K1-A9 

BLASTX 

gl352821 

309 

1.0e-28 

84 

79 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor.- upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223338 

LIB3165-04 4-Q1-K1-B10 

BLASTX 

g3832512 

541 

2.0e-55 
138 
75 . 

(AF097 922) granule-bound glycogen (starch) synthase 
[Astragalus membranaceus] 

223339 

LIB3165-044-Q1-K1-B11 

BLASTX 

gl00616 

272 

6.0e-46 

129 

77 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

223340 

LIB3165-04 4-Q1-K1-B12 

BLASTX 

g2494076 

479 

3.0e-48 

103 

87 

NADP- DEPENDENT GLYCERALDEHYDE- 3 -PHOSPHATE DEHYDROGENASE 
(NON-PHOSPHORYLATING GLYCERALDEHYDE 3-PHOSPHATE 

DEHYDROGENASE) (GLYCERALDEHYDE- 3- PHOSPHATE DEHYDROGENASE 
(NADP+) ) (TRIOSEPHOSPHATE DEHYDROGENASE) >gi_1842115 
(U87848) non-phosphorylating glyceraldehyde dehydrogenase 
[Nicotiana plumbaginif olia] 



Seq. No. 



223341 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-04 4-Q1-K1-B3 
BLASTX 

g470373 ■ • 
183 

2.0e-13 

112 

36 

(U00047) ZK418.5 gene product [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223342 

LIB3165-044-Q1-K1-B6 

BLASTX 

gl928981 

507 

1.0e-51 

110 

93 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223343 

LIB3165 

BLASTX 

gl85697 

524 

2.0e-53 

109 

92 

(D26058 

during 

periwin 



-044-Q1-K1-B8 



) This gene is specifically expressed at the S phase 
the cell cycle in the synchronous culture of 
kle cells. [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223344 

LIB3165-04 4-Q1-K1-C1 

BLASTX 

gl352821 

645 

1.0e-67 

121 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505__emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223345 

LIB3165-044-Q1-K1-C10 

BLASTX 

g3687652 

410 

8.0e-63 

135 

88 

(AF047352) rubisco activase precursor [Datisca glomerata] 



Seq. No. 



223346 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-04 4-Q1-K1-C11 

BLASTX 

g3914603 

582 

2.0e-60 

134 

80 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Mat: oil length 

% identity . 

NCBI Description 



223347 

LIB3165-04 4-Q1-K1-C12 

BLASTX 

gl354515 

216 

2.0e-17 

112 
48 

(U55837) carbonic anhydrase [Populus tremula x Pppulus 
tremuloides] 



Seq . «.-No . 




Seq. ID 


LIBol DO-U4 4 -Ql-Kl-Co 


Method 


BLASTX 


NCBI GI 


g4454458 


D T ACT 1 rriAyo 


jU f 


E value 


4.0e-28 


Match length 


136 


% identity 


55 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 


Seq. No. 


223349 


Seq. ID 


LIB3165-044-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g399082 . 


BLAST score 


210 


E value 


9-0e-17 


Match length 


134 ... 


% identity 


40 


NCBI Description 


ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 




>gi_322713_pir S28171 H+-transporting ATP synthase 




3.6.1.34) delta chain, chloroplast - garden pea >gi_ 




(M94558) ATP synthase delta subunit [Pisum sativum] 


Seq. No. 


223350 


Seq. ID 


LIB3165-044-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


233 


E value 


4.0e-31 


Match length 


104 


% identity 


68 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


223351 



31668 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-044-Q1-K1-C6 , 

BLASTX 

gl352821 

595 

8.0e-62 

114 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223352 

LIB3165-044-Q1-K1-C7 

BLASTX 

g2443751 

447 

2.0e-44 

103 

84 

(AF020303) 
(AC002535) 



fumarase [Arabidopsis thaliana] >gi_252967 6 
putative fumarase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223353 

LIB3165-044-Q1-K1-D10 

BLASTX 

g231688 

727 

2.0e-77 

141 

97 

CATALASE ISOZYME 2 >gi_99599_pir S17493 catalase (EC 

1.11.1.6) - upland cotton >gi_18488_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 



Seq. Ufo. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223354 

LIB3165-044-Q1-K1-D11 
' BLASTX 

gll5471 _ 
434 

6.0e-43 

137 

64 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_100078_pir S10200 carbonate dehydratase 

(EC 4.2.1.1) precursor - garden pea >gi_20673_emb_CAA36792_ 
(X52558) precursor peptide (AA -104 to 224) [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223355 

LIB3165-04 4-Q1-K1-D4 

BLASTX 

gl354515 

290 

4.0e-26 

137 

50 
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NCBI Description 



(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223356 

LIB3165-04 4-Q1-K1-D6 

BLASTX 

g4115934 

443 

5.0e-44 

116 

74 

(AF118223) contains similarity to Methanobacterium 
thermoautotrophicum transcriptional regulator (GB:AE000850) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCB I G I 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223357 

LIB3165-044-Q1-K1-D9 
BLASTX 

157 

2.0e-10 

90 

41 

(AC005310) unknown protein [Arabidopsis thaliana] 
223358 

LIB3165-044-Q1-K1-E1 
' BLASTX 
gl00488 
160 

7.0e-ll 

123 

35 

TNP2 protein - garden snapdragon 
223359 

LIB3165-044-Q1-K1-E10 

BLASTX 

gl352821 

585 

1.0e-60 

109 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223360 

LIB3165-044-Q1-K1-E11 

BLASTX 

f g4567227 

395 

2.0e-38 

135 

53 
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NCBI Description 



(AC007119).. putative transport protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq: No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223361 

LIB3165-04 4-Q1-K1-E12 

BLASTX 

g505482 

508 

1.0e-56 

128 
89 

(X64349) 33 kDa polypeptide of water-oxidizing complex of 
photosystem II [Nicotiana tabacum] 

223362 

LIB3165-04 4-Q1-K1-E2 

BLASTX 

g2677828 

456 

1.0e-45 

118 

70 

(U93166) cysteine protease [Prunus armeniaca] 
223363 

LIB3165-044-Q1-K1-E5 

BLASTX 

gl346155 ' 

543 

8.0e-56 

119 

88 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 1 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_481942_pir S40212 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_4_37995_emb_CAA81078_ (Z25859) glycine 
hydroxymethyltransf erase [Flaveria pringlei] 

223364 __ _ 

LIB3165-04 4-Q1-K1-E8 

BLASTX 

g3264759 

534 

1.0e-54 

126 

83 

(AF071889) 40S ribosomal protein S8 [Prunus armeniaca] 
223365 

LIB3165-04 4-Q1-K1-F1 

BLASTX 

g4091806 . 

484 

7.0e-49 

96 

90 



31671 



NCBI Description 



(AF052585) CONSTANS-like protein 2 [Malus domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223366 

LIB3165-04 4-Q1-K1-F12 

BLASTX 

gll72873 

310 

4.0e-45 

129 

65 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 1857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223367 

LIB3165-044-Q1-K1-F2 

BLASTX 

gl495366 

404 

2.0e-39 

124 

61 

(Z69370) nitrite transporter [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223368 

LIB31 65-04 4-Q1-K1-F4 

BLASTX 

g2651316 

115 

1.0e-10 

58 

71 

(AC002336) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223369 

LIB3165-044-Q1-K1-F7 

BLASTX 

gl28405 

318 

2.0e-29 

112 

60 

NODULIN 21 (N-21) >gi_99942_pir S08632 nodulin-21 - 

soybean >gi_18694_emb_CAA34506_ (X16488) nodulin-21 (AA 
1-201) [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223370 

LIB3165-044-Q1-K1-F8 

BLASTX 

g20729 

483 

8.0e-49 

119 

80 

(X15i90) precursor (AA -68 to 337) [Pisum sativum] 



31672 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
^."identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223371 

LIB3165-04 4-Q1-K1-F9 

BLASTX 

g3776005 

290 

5.0e-38 

92 

92 

(AJ0104 66) RNA helicase [Arabidopsis thaliana] 
223372 

LIB3165-04 4-Q1-K1-G1 

BLASTX 

g3763925 

366 

4 .Oe-35 

92 

77 

(AC004 4 50) putative AfiO-protein [Arabidopsis thaliana] 
223373 

LIB3165-04 4-Q1-K1-G10 

BLASTX 

g4 2 637 11 

431 - ' 

1.0e-42 

95 * 
80 

(AC006223) putative CCR4-associated transcription factor,.. 
[Arabidopsis thaliana] 

223374 

LIB3165-04 4-Q1-K1-G3 

BLASTX 

g4033469 

390 

8/0e-38 

114 

44 

ARGININE/SERINE-RICH SPLICING FACTOR RSP41 . _.. . 
>gi_1707370_emb_CAA67799_ (X99436) splicing factor 
[Arabidopsis thaliana] 

223375 

LIB3165-04 4-Q1-K1-G4 

BLASTX 

g3183088 

165 

9.0e-12 

60 

55 

PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 

(LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea ,>gi_4 99034_emb_CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 



Seq. No. 



223376 



31673 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
•NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



LIB3165-044-Q1-K1-G9 ' 

BLAST X 

gl352821 

585 

1.0e-60 

109 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223377 

LIB3165-044-Q1-K1-H1 

BLASTX 

gl871577 

192 

1.0e-14 

98 

43 

(Y11553) putative 21kD protein precursor [Medicago sativa] 
223378 

LIB3165-04 4-Q1-K1-H12 

BLASTX 

gl486472 

233 

1.0e-19 

53 

85 

(X99853) oxoglutarate malate translocator [Solanum 
tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 

E value — 

Match length 

% identity 

NCBI Description 



223379 • 

LIB3165-044-Q1-K1-H3 

BLASTX 

g3023501 

165 

2.0e-ll - 

46 
61 

PROBABLE CLPP-LIKE PROTEASE (ENDOPEPTIDASE CLP) 
>gi_2224431_dbj_BAA57915_ (AB001684) ATP-dependent Clp 
protease proteolytic subunit [Chlorella vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223380 

LIB3165-04 4-Q1-K1-H4 

BLASTX 

gl352821 

370 

1.0e-35 

75 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 



31674 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length. 

% identity 

NCBI Description 



precursor - upland cotton >gi_4 5050 5_emb_CAA3 802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223381 

LIB3165-044-Q1-K1-H5 

BLASTX 

g3914472 

279 

5.0e-25 

68 

78 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (PII10) 

>gi_322764_pir S32021 photosystem II 10K protein - common 

tobacco >gi_22669_emb_CAA4 9693_ (X70088) NtpIIlO [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. _ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223382 

LIB3165-044-Q1-K1-H8 

BLASTX 

g4115357 

323 

6.0e-30 

132 

52 

(AC005957) hypothetical protein [Arabidopsis thaliana] 
223383 

LIB3165-04 4-Q1-K1-H9 

BLASTX 

g3287696 

201 

1.0e-15 

78 

56 

(AC003979) Strong similarity to phosphoribosylanthranilate 
transferase gb_D86180 from Pisum sativum. This ORF may be 
part of a larger gene that lies in the overlapping region. 

[Arabidopsis thaliana] 

223384 _ . . - - 

LIB3165-045-Q1-K1-A11 

BLASTX 

gl31384 

321 

9.0e-30 

74 

82 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_81934_pir S04132 

photosystem II oxygen-evolving complex protein 1 precursor 
- garden pea >gi_20621_emb_CAA33408_ (X15350) precursor (AA 
-81 to 248) [Pisum sativum] >gi_34 4 004_dbj_BAA02554_ 
(D13297) precursor for 33-kDa protein of photosystem II 

[Pisum sativum] >gi_226937_prf 1611461A 02 evolving 

complex 33kD protein [Arachis hypogaea] 
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223389 


Seq. ID 


LIB3165-045-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


167 


E value 


3.0e-17 


Match length 


49 


% identity 


94 



NCBI Description 



RIBUL0SE BISPH0SPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISC0 SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3.8026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 



223390 



.31676 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-04 5-Q1-K1-B12 

BLASTX 

gl352821 

4 67 

6.0e-47 

91 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

£ value 

Match length 

% identity 

NCBI Description 



223391 

LIB3165-04 5-Q1-K1-B2 

BLASTX 

g2791834 

206 

5.0e-34 

85 

80 

(AF041463) elongation factor 1-alpha [Manihot esculenta] 



Seq. No. 

Seq. ID 

Method 

NCBI GI " 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223392 

LIB3165-045-Q1-K1-B7 

BLASTX. 

g.3158474 

478 

3.0e-48 

104 

89 

(AF067184) aquaporin 1 [Samanea saman] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223393 

LIB3165-045-Q1-K1-B9 

BLASTX 

g2244847 

286 

1.0e-25 

93 - - 

59 

(Z97337) hydroxyproline-rich glycoprotein homolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223394 

LIB3165-045 T Q1-K1-C4 

BLASTX 

g505482 

359 

1.0e-38 
114 

77 

(X64349) 33 kDa polypeptide of water-oxidizing complex of 
photosystem II [Nicotiana tabacum] 



Seq. No. 
Seq. ID 



223395 

LIB3165-04 5-Q1-K1-C7 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value *' 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g541951 

426 

4.0e-42 

107 

79 

SPCP2 protein 
[Glycine max] 



soybean >gi_310578 (L12258) nodulin-26 



223396 

LIB3165-04 5-Q1-K1-C8 

BLASTX 

g3559814 

495 

4.0e-50 

139 

70 

(Y15781) transketolase 



1 [Capsicum annuum] 



223397 

LIB3165-045-Q1-K1-D10 

BLASTX 

gl20663 

326 

2.0e-35 

108 

72 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE B PRECURSOR, 

CHLOROPLAST >gi_66027_pir DEPMNB 

glyceraldehyde-3-phosphate dehydrogenase (NADP+ ) 
(phosphorylating) (EC 1.2.1.13) B precursor, chloroplast - 
garden pea >gi_309671 (M55147) glyceraldehyde-3-phosphate 
dehydrogenase B subunit [Pisum sativum] 

223398 

LIB3165-04 5-Q1-K1-D12 
.BLASTX 
g3059095 
656 

5.0e-69 

141 

91 

(AJ001091) magnesium chelatase subunit [Glycine max] 
223399 

LIB3165-04 5-Q1-K1-D7 

BLASTX 

gl352821 

645 

1.0e-67 

120 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223400 

LIB3165-045-Q1-K1-D8 

BLASTX 

g289920 

709 

3.0e-75 

136 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match .Length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223401 

LIB3165-045-Q1-K1-E10 

BLASTX 

g3914442 

341 

4.0e-32 

66 

95 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 

223402 

LIB3165-045-Q1-K1-E11 

BLASTX 

gll72664 

257 

3.0e-22 

55 

91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_4197 91_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_2984 82_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 * (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq." No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223403 

LIB3165-045-Q1-K1-E2 

BLASTX 

gl352821 

192 

2.0e-26 

119 

31 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026^ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 



223404 

LIB3165-045-Q1-K1-E8 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID ■ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2398679 
608 

2.0e-63 

127 

88 

(Y14797) 3-deoxy-D-arabino-heptulosonate 7-phosphate 
synthase [Morinda citrifolia] 

223405 ■ 

LIB3165-045-Q1-K1-F12 

BLASTX 

g3885513 

311 

1.0e-28 

69 

81 

(AF084201) similar to chloroplast 50S ribosomal protein L31 
[Medicago sativa] 

223406 

LIB3165-045-Q1-K1-G10 

BLASTX 

gl00200 

358 

4.0e-34 

99 

71 

^chlorophyll a/b-binding protein type I precursor - tomato 
223407 

LIB3165-045-Q1-K1-G11 

BLASTX 

g730850 

141 

1.0e-08 

123 

28 

SUR2 PROTEIN (SYRINGOMYCIN RESPONSE PROTEIN 2) 

>gi_626942_pir S48533 SUR2 protein - yeast (Saccharomyces 

cerevisiae) >gi_458718 (U07171) _Sur2p [Saccharomyces 
cerevisiae] >gi_849215 (U28374) Sur2p: syringomycin 
response protein 2 [Saccharomyces cerevisiae] >gi_1786173 
(U10427) Syr2p [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223408 

LIB3165-045-Q1-K1-G12 

BLASTX 

g2136011 

188 

4 .0e-14 

76 

42 

protein DS i; 24K - human >gi_1045059_emb_CAA57387_ 
(X81788) ICT1 protein [Homo sapiens] 

>gi_4557657_ref_NP_001536. l_pICTl_ immature colon carcinoma 
transcript 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223409 

LIB3165-04 5-Q1-K1-G6 

BLASTX 

g3850621 

637 

8.0e-67 

136 

85 

(Y15382) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



223410 

LIB3165-045-Q1-K1-G7 

BLASTX 

g2191152 

4 95 

3.0e-50 

122 

76 

(AF007269) A__IG002N01 . 31 gene product [Arabidopsis 
thaliana] 

223411 

LIB3165-045-Q1-K1-G8 

BLASTX 

g4538963 

260 

6.0e-23 

52 

96 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] 

223412 

LIB3165-045-Q1-K1-G9 

BLASTX 

g3668080 

417 

5.0e-41 

135 - 
64 

(AC004 667) unknown protein [Arabidopsis thaliana] 
223413 

LIB3165-045-Q1-K1-H10 

BLASTX 

g2980770 

656 

5.0e-69 

135 

90 

(AL022198) putative protein kinase [Arabidopsis thaliana] 
223414 

LIB3165-045-Q1-K1-H12 

BLASTX 

g4249382 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282 

2.0e-25 

62 

84 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

223415 

LIB3165-04 5-Q1-K1-H4 

BLASTX 

gl36707 

366 

5.0e-35 

112 

65 

CYTOCHROME B6-F COMPLEX IRON-SULFUR SUBUNIT PRECURSOR 

(RIESKE IRON-SULFUR PROTEIN) (RISP) >gi_280397jpir S26199 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
iron-sulfur protein precursor - garden pea 
>gi_20832_emb_CAA45151_ (X63605) chloroplast Rieske FeS 
protein [Pisum sativum] 



223416 

LIB3165-045-Q1-K1-H6 
BLASTX 
g2996407 
215 

8.0e-26 
84 
82 

(AJ004940) heat shock cognate 70 [Gallus gallus] 
223417 

LIB3165-045-Q1-K1-H7 
BLASTX 
g3158476 

511 ■ , 

4.0e-52 

112 . 
% identity 8 6 

NCBI Description (AF067185) aquaporin 2 [Samanea saman] 

Seq. No. 223418 

Seq. ID LIB3165-045-Q1-K1-H8 

Method BLASTX 

NCBI GI gl352821 

BLAST score 398 

E value 6.0e-39 

Match length 81 

% identity 95 

NCBI Description RIBULOSJ5 BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(.RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 
M» Method 
Oi NCBI GI 

BLAST score 

13 

7^ E value 
^ Match length 
Ul % identity 

NCBI Description 

Seq. No. 

™ Seq. ID 

^ Method 
NCBI GI 
BLAST score 
E value 
Match length 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E vaJLue 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223419 

LIB31 65-04 5-Q1-K1-H9 

BLASTX 

g3914603 

510 

3.0e-62 

132 

83 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 

223420 

LIB3165-04 6-Q1-K1-A1 

BLASTX 

gl66834 

557 

2 . Oe-57 

133 

78 

(M86720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 {AC003000) 
Rubisco activase [Arabidopsis thaliana] 

223421 

LIB3165-04 6-Q1-K1-A11 

BLASTX 

gl«439609 

589 

3.0e-61 

119 

99 

(U62778) delta-tonoplast intrinsic protein [Gossypium 
hirsutum] 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223422 , ' 

LIB3165-04 6-Q1-K1-A12 

BLASTX 

g289920 _ 
443 

3.0e-44 

83 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223423 

LIB3165-04 6-Q1-K1-A6 

BLASTX 

g4406530 

364 

9.0e-35 

98 

76 

(AF126870) rubisco activase [Vigna radiata] 



31683 



Seq. No. 

Seq. ID 

Method ■ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223424 

LIB3165-04 6-Q1-K1-A7 

BLASTX 

gl352821 

618 ' 

2.0e-64 

128 

93 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_279581_pir_RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223425 

LIB31 65-04 6-Q1-K1-B1 

BLASTX 

g4336436 



7.0e-37 

103 

70 

(AF092432) 



protein phosphatase type 2C [Lotus japonicus] 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223426 

LIB31 65-04 6-Q1-K1-B10 

BLASTX 

g3023752 

323 

5.0e-30 

110 

63 

FERREDOXIN I 
f erredoxin-I 



PRECURSOR >gi_1418 982_emb_CAA99756_ (Z75520) 
[Lycopersicon esculentum] 



Seq. No. 

Seq'. ID 

Method 

NCBI GI 

BLAST score 

E value" 

Match length 

% identity 

NCBI Description 



223427 

LIB3165-04 6-Q1-K1-B11 

BLASTX 

g20729 - ■ 

526 

8.0e-54 

137 

78 

(X15190) precursor (AA 



-68 to 337) [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223428 

LIB3165-04 6-Q1-K1-B12 

BLASTX 

g266893 

707 

5.0e-75 

136 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_3224 16_pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47906_ (X67674) rubisco activase [Cucumis 
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sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223429 

LIB3165-04 6-Q1-K1-B5 

BLASTX 

g2129740 

328 

1.0e-30 

123 

56 

small nuclear ribonucleoprotein - Arabidopsis thaliana 

>gi_2129756_pir S71411 Ul snRNP 70K protein - Arabidopsis 

thaliana >gi_1255711 (M93439) small nuclear 
ribonucleoprotein [Arabidopsis thaliana] >gi_1354 4 69 
(U52909) Ul snRNP 70K protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223430 

LIB3165-04 6-Q1-K1-B6 

BLASTX 

g2982301 

388 

1.0e-37 

94 

72 

(AF051235) YGLOlOw-like protein [P.icea mariana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223431 

LIB3165-04 6-Q1-K1-B9 

BLASTX 

gl354515 

243 

1.0e-20 

127 

46 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223432 

LIB3165-04 6-Q1-K1-C1 

BLASTX 

g4 51034 8 

385 

3.0e-37 

112 

65 

(AC006921) unknown protein [Arabidopsis thaliana] 
223433 

LIB3165-04 6-Q1-K1-C10 

BLASTX 

gl771160 

472 

2.0e-47 

131 

68 

(X98929) SBT1 [Lycopersicon esculentum] 
>gi_3687305_emb_CAA06999_ (AJ006378) subtilisin-like 



31685 



protease [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223434 

LIB3165-04 6-Q1-K1-C12 

BLASTX 

gl352821 

581 

3.0e-60 

109 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223435 

LIB3165-04 6-Q1-K1-C3 

BLASTX 

g3914603 

184 

9.0e-19 

115 

53 

RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulo'se-1, 5-bisphosphate .carboxylase/oxygenase activase 
[Oryza sativaL 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223436 

LIB3165-04 6-Q1-K1-C4 

BLASTX 

g4580460 

454 

2.0e-45 

117 

79 

(AC006081) putative 26S Protease Subunit 4 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223437 

LIB3165-046-Q1-K1-C5 

BLASTX 

gl781348 

311 

8.0e-36 

130<- 

83 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



223438 

LIB3165-046-Q1-K1-C8 

BLASTX 

gl352821 

522 

2.0e-53 



31686 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223439 

LIB3165-04 6-Q1-K1-D10 

BLASTX 

gl31399 

414 

9.0e-41 

95 

82 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 

TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277_pir S00411 

photo system II 10K protein precursor - potato 
>gi_21489_emb_CAA28450_ (X04753) ST-LS1 protein [Solanum 
tuberosum] 



Seq. No. 


223440 


Seq. ID 


LIB3165-04 6-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl881585 


BLAST score 


225 


E value 


1.0e-18 


Match length 


88 


% identity 


67 


NCBI Description 


(U72489) remorin [Solanum 


Seq. No. 


223441 


Seq. ID 


LIB3165-04 6-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl31384 


BLAST score 


388 


E value 


1.0e-37 


Match length 


88 


% identity 


84 


NCBI Description 


OXYGEN-EVOLVING ENHANCER ] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_81934_pir S04132 

photosystem II oxygen-evolving complex protein 1 precursor 
- garden pea >gi_20621_emb_CAA33408_ (X15350) precursor (AA 
-81 to 248) [Pisum sativum] >gi_344004_dbj_BAA02554_ 
(D13297) precursor for 33-kDa protein of photosystem II 

[Pisum sativum] >gi_226937_prf 1611461A 02 evolving 

complex 33kD protein [Arachis hypogaea] 

223442 

LIB3165-04 6-Q1-K1-D5 

BLASTX 

g82188 

4 68 

5.0e-47 
134 



31687 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



71 

phot osys tern II oxygen-evolving complex protein 2 precursor 
- common tobacco (fragment) >gi_19896_emb_CAA4 1713_ 
(X58910) photosystem II 23 kDa polypeptide [Nicotiana 
tabacum] 

223443 

LIB3165-04 6-Q1-K1-D6 

BLASTX 

g231688 

677 

2.0e-71 

131 

98 

CATALASE ISOZYME 2 >gi_99599_pir S17493 catalase (EC 

1.11.1.6) - upland cotton >gi_18488_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 

223444 

LIB3165-04 6-Q1-K1-D8 

BLASTX 

gl00200 

323 

5.0e-30 

94 

68' 

chlorophyll a/b-binding protein type I precursor - tomato 
223445 

LIB3165-04 6-Q1-K1-E12 

BLASTX 

g508304 

346 

1.0e-32 

78 

79 

(L22305) ,corC [Medicago sativa] 
223446 

LIB3165-046-Q1-K1-E2 

BLASTX 

gll68258 

530 

2.0e-54 

111 

86 

ASPARTATE AMINOTRANSFERASE, CHLOROPLAST ' PRECURSOR 
(TRANSAMINASE A) >gi_693692 (U15034) aspartate 
aminotransferase [Arabidopsis thaliana] 

223447 

LIB3165-04 6-Q1-K1-E6 

BLASTX 

g2827141 

709 

3.0e-75 
139 



31688 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% . identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 

(AF027173) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

223448 

LIB3165-046-Q1-K1-E7 

BLASTX 

g629597 

314 

3.0e-29 

114 

63 

proline 
proline 
Peptide 



rich protein - rape >gi_545029_bbs_142669 (S68113) 
rich SAC51 [Brassica napus=oilseed rape, pods, 
147 aa] [Brassica napus] 



223449 

LIB3165-04 6-Q1-K1-E9 

BLASTX 

gl25578 

448 

1.0e.-4 4 

120 

73 

PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE) 
(PRK) >gi_167266 (M73707) phosphoribulokinase 
[Mesembryanthemum crystallinum] 



(PRKASE) 



223450 

LIB3165-046-Q1-K1-F1 

BLASTX 

g2501578 

688 

9.0e-73 

140 

97 

ETHYLENE- INDUCIBLE PROTEIN HEVER >gi_2129913_pir S60047 

ethylene-responsive^ protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] _.*"..- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



223451 

LIB3165-04 6-Q1-K1-F10 

BLASTX 

gl352821 

138 

1.0e-08 

47 

64 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small clxain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223452 

LIB3165-04 6-Q1-K1-F11 



31689 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl00616 

602 

1.0e-62 

131 

87 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223453 

LIB3165-04 6-Q1-K1-F12 

BLASTX 

gl352821 

586 

8.0e-61 

110 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


223454 


Seq. ID 


LIB3165-I 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


600 


E value 


2.0e-62 


Match length 


139 


% identity 


83 


NCBI Description 


(AF12687I 


Seq. No. 


223455 


Seq. ID 


LIB3165-I 


Method 


BLASTX 


NCBI GI 


g231688 


BLAST score 


770 


E value 


2.0e-82 


Match length 


137 


% identity 


100 


NCBI Description 


CATALASE 




1.11.1.6 




subunit i 


Seq. No. 


223456 


Seq. ID 


LIB3165-) 


Method 


BLASTX 


NCBI GI 


g2780194 


BLAST score 


287 


E value 


7.0e-26 


Match length 


59 


% identity 


97 



-F5 



ISOZYME 2 >gi_99599_pir S17493 catalase (EC 

) - upland cotton >gi_18488_emb_CAA39998_ (X56675) 
2 of cotton catalase [Gossypium hirsutum] 



NCBI Description (AJ003197) adenine nucleotide translocator [Lupinus albus] 



31690 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223457 

LIB3165-04 6-Q1-K1-F7 

BLASTX 

g3044218 . 

170 

8.0e-19 

69 
64 

(AF057144) signal peptidase 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223458 

LIB3165-04 6-Q1-K1-G10 

BLASTX 

gl732411 

211 

7.0e-17 

126 

27 

(U47924) isopeptidase T [Homo sapiens] 



Seq. No. 




O a y» T Pi 

beq. iu 




Method 


BLASTX 


NCBI GI 


gll68411 


dJjAoi score 


Hit 


E value 


d . ue-4 l 


Match length 


1U / 


% identity 


Q ft 
oU 


NCBI Description 


rDnpniAcr id t o nur\cnu7\ to 7\t rv/^T aci? put adadt 7\ot» DDurnDO^D 


Seq. No. 


223460 


Seq. ID 


LIB3165-04 6-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


434 


-E value # 


6.0e-43 


Match length 


111 • 


% identity 


80 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 


Seq. No. 


223461 


Seq. ID 


LIB3165-04 6-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g4572673 


BLAST score ■ 


421 


E value 


2.0e-41 


Match length 


113 


% identity 


75 


NCBI Description 


(AC006954) putative sarcosine oxidase [Arabidopsis 




thaliana] 


£ 

Seq. No. 


2234 62 


Seq. ID 


LIB3165-04 6-Q1-K1-G5 


Method • 


BLASTX 


NCBI GI 


g421826 


BLAST score 


334 



31691 



E value 
Match length 
% identity 
NCBI Description 



3.0e-31 

105 
62 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223463 

LIB3165-04 6-Q1-K1-H1 

BLASTX 

gl21344 

627 

1.0e-65 

139 

83 

GLUTAMINE SYNTHETASE LEAF ISOZYME PRECURSOR 
(GLUTAMATE-AMMONIA LIGASE) (CHLOROPLAST GS2) 

>gi_68597_pir AJPMQ2 glutamate — ammonia ligase (EC 

6.3.1.2) delta precursor, chloroplast - garden pea 
>gi_169059 (M20664) glutamine synthetase (chloroplast GS2) 
(EC 6.3.1.2) [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223464 

LIB3165-04 6-Q1-K1-H10 
BLASTX 
gl709.651 
151 

5.0e-10 
73 
-47 

PLASTOCYANIN A 
plastocyanin a 
>gi_929813_emb_CAA90564 
nigra] 



PRECURSOR >gi_2117431_pir S58209 

precursor - black poplar 

(Z50185) plastocyanin a [Populus 



Seq. No. 

Seq. ID_ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223465 

LIB3165-04 6-Q1-K1-H11 

BLASTX 

g!352821 

697 . 

8.0e-74 

139 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091 ) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223466 

LIB3165-04 6-Q1-K1-H2 

BLASTX 

gl25578 

67 9 

1.0e-71 

140 

93 



31692 



NCBI Description 



PHOSPHORIBULOKINASE PRECURSOR (PHOSPHOPENTOKINASE) 
(PRK) >gi_167266 (M73707) phosphoribulokinase 
[Mesembryanthemum crystallinum] 



(PRKASE) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223467 

LIB3165-04 6-Q1-K1-H4 

BLASTX 

g82080 

585 

l.,0e-60 

134 

81 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



o tr . LN <J . 


z, ji. _> y do 




T,TR*31 fiR-Odfi-Ol -PCI -HP 
iiiDJiuj \j*±\j v-*- r\- J- no 


Tvf o f n c\ r\ 


DT Zi Q "PV" 
DJ-iriO 1 A 










E value 




Match length 


127 


% identity 


83 




PRHPTn^F — RT <3 PHOSPHATE 1 &T nriT LQIT fHT HDriDT Z\CT 


o g q . in u . 


ZZ JflD J 


c prr t n 






RT Z1QTY 


IN V_/ D -L w J- 


rtA A Ofi^^O 






E value 


2 . Oe-34 


Match length 


98 


% identity 


76 


NCBI Description 


(AF126870) rubisco activase TViana radiatal 


Seq. No. 


223470 


Seq. ID 


LIB3165-047-Q1-K1-A1 


Method 


BLASTX 


NCBI GI . 


g2245107 . . . . . 


BLAST score 


357 


E value 


6. Oe-34 


Match length 


133 


% identity 


38 


NCBI Description 


(Z97343) thioesterase homolog [Arabidopsis * 


Seq. No. 


223471 


Seq. ID 


LIB3165-04 7-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


349 


E value 


5.0e-33 


Match length 


93 


% identity 


76 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


223472 



31693 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-047-Q1-K1-A11 

BLASTX 

gl00200 

593 

1.0e-61 

128 

66 

chlorophyll a/b-binding protein type I precursor 



tomato 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223473 

LIB3165-047-Q1-K1-A12 

BLASTX 

gl352821 

594 

9.0e-62 

112 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

{■RUBISCO SMALL SUBUNIT) >gi_27958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] # - 



Seq. No. 


223474 


Seqv ID 


LIB3i65-047-Ql-Kl-A4 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


408 


E value 


7.0e-40 


Match length 


106 


% identity 


77 


NCBI Description 


(X15190) precursor (AA 


Seq. No. 


223475 


Seq. ID 


LIB3165-047-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3033389 


BLAST score 


160 


E value 


8.0e-ll 


Match length 


86 


% identity 


4 


NCBI Description 


(AC004238) Cf-2.1-like 


Seq. No. 


223476 


Seq. ID 


LIB3165-047-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


574 


E value 


2.0e-59 


Match length 


108 ' 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE < 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



31694 



Seq. No.' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223477 

LIB3165-047-Q1-K1-A8 

BLASTX 

gll68408 

410 

2.0e-40 

89 

92 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb_CAA6194 6_ • (X89828) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 



Seq. No. 


223478 


Seq. ID 


LIB3165-047-Q1-K1-A9 


Method 


DT 7\C TV 


NCBI GI 




BLAST score 


291 


E value 


— } r\ - fs s~ 
O . Ufci-ZD 


Match length 


Til 
111 


% identity 


56 


NCBI Description 


r hjKKhiUUAlJN 1 rKbLUKbUK -^yl IfJIoyoZ eitlD LHny? 


- 


ferredoxin-I [Lycopersicon esculentum] 


Seq. No. 


223479 


Seq. ID 


LIBJ1DD-U4 /-Q1-K1-B1 , 


Method 


BLASTX 


NCBI GI 


g2290528 


BLAST score 


C "7 C 


E value 


z . Ue-oy 


Match length 


Tin 


% identity 


Q Q 
OO 


NCBI Description 


(Uy4/4bj AlANii [Araoiaopsis tnananaj 


O64. IN O . 




Seq. ID 


LIB3165-047-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2662341 


BLAST' score 


657 


E value 


4.0e-69 


Match length 


131 


% identity 


97 


NCBI Description 


(D63580) EF-1 alpha [Oryza sativa] 




>gi 2662345 dbj BAA23659 (D63582) EF-1 alpha 




sativa] >gi_2662347_dbj_BAA23660_ (D63583) EF- 




[Oryza sativa] 


Seq. No. 


223481 


Seq. ID 


LIB3 165-04 7-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g4512654 


BLAST score 


173 


E value 


2.0e-12 


Match length 


127 



(Z75520) 



% identity 

NCBI Description 



38 

(AC007048) unknown protein [Arabidopsis thaliana] 



31695 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223482 

LIB3165-047-Q1-K1-B4 

BLASTX 

g3559814 

294 

1.0e-26 

119 

55 

(Y15781) transketolase 



1 [Capsicum annuum] 



223483 

LIB3165-047-Q1-K1-B9 

BLASTX 

gl352821 

540 

2.0e-55 

104 

97 

RIBULOSE BIS PHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


223484 


Seq. ID 


LIB3165-047-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


gl00200 


BLAST score 


362 


E value 


1.0e-34 


Match length 


100 


% identity 


71 


NCBI Description 


chlorophyll a/b-binding protein type I precursor - tomato 


Seq. No. 


223485 


Seq. ID 


LIB3165-047-Q1-K1-C2 • 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


596 


E value 


6.0e-62 


Match length 


118 


% identity 


97 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223486 

LIB3165-047-Q1-K1-C4 

BLASTX 

gl352821 

590 

3.0e-61 

110 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



31696 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Octj. IN O • 


99 ft7 

c. C, O 4 O / 


oeq • x u 


LID Jiu J 1/4 / ^X JaX V^/ 


rJcUilOu 
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NCBI Description 


HEAT SHOCK PROTEIN 81-1 (HSP81-1) (] 
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NCBI Description 


(X98063) polyubiquitin [Pinus sylve; 
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68 


NCBI Description 


(Y10557) g5bf [Arabidopsis thaliana 
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NCBI Description 


(AF126870) rubisco activase [Vigna : 


Seq. No. 


223491 


Seq. ID 


LIB3165-047-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3023281 


BLAST score 


333 


E value 


5.0e-48 


Match length 


116 


% identity 


78 


NCBI Description 


HIGH AFFINITY AMMONIUM TRANSPORTER 



(HEAT SHOCK PROTEIN 83) 



>gi_2065194_emb_CAA64475_ (X95098) ammonium transporter 
[Lycopersicon esculentum] 



31697 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223492 

LIB3165-047-Q1-K1-D6 

BLASTX 

gl346155 

618 

1.0e-64 

134 
90 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 1 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_481942_pir S40212 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_437995_emb_CAA81078_ (Z25859) glycine 
hydroxymethyltransferase [Flaveria pringlei] 



Seq. No. 


223493 


Seq. ID 


LIB3165-047-Q1-K1-D7 


Method 


BLASTX 


xion T V T 




BLAST score 


162 


E value 


3.0e-ll 


Match length 


102 


% identity 


41 


NCBI Description 


(AF069528) plant adhesion molecule 1 [Arabidopsis 


Seq. No. 


223494 


Seq. ID 


LIB3165-047-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g20733 


BLAST score 


560 


E value 


9.0e-58 


Match length 


115 


% identity 


88 


NCBI Description 


(X15188) precursor C-terminal fragment (AA -80 to 




[Pisum sativum] 



Seq. No. 


223495 


Seq. ID 


LIB3165-047-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


389 


E value 


1.0e-37 


Match length 


111 


% identity 


74 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


223496 


Seq. -ID 


LIB3165-047-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3869088 


BLAST score 


587 


E value 


6.0e-61 


Match length 


112 


% identity 


99 


NCBI Description 


(AB019427) elongation factor-1 alpha [Nicotiana 


Seq. -No. 


223497 ' 



31698 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

KinRT nfaccriotion 



LIB3165-047-Q1-K1-E12 

BLASTX ' 

g2129921 

185 

9.0e-14 

51 
73 

hypothetical protein 1 



- Madagascar periwinkle >gi_758694 



(U12573) putative [Catharanthus roseus] 
223498 

LIB3165-047-Q1-K1-E2 

BLASTX 

gll68411 

509 

9.0e-52 

126 

83 

FRUCTOSE-BISPHOSPKATE ALDOLASE, CHLORGPLAST PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223499 

LIB3165-047-Q1-K1-E3 

BLASTX 

g4512018 

157 

1.0'e-10 

96 

45 

(AF106660) mRNA binding protein precursor [Lycopersicon 
esculentum] 

223500 

LIB3165-047-Q1-K1-E4 

BLASTX 

gl26894 

580 

4.0e-60 

131 

85 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 
>gi 319832 pir DEPUGW malate dehydrogenase (EC 1.1.1.37) 
precursor, glyoxysomal - watermelon >gi_167284 (M33148) 
glyoxysomal malate dehydrogenase precursor (EC 1.1.1.37) 
[Citrullus vulgaris] 

223501 

LIB3165-047-Q1-K1-E7 

BLASTX 

g289920 

598 

3.0e-62 

112 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 



223502 



31699 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-047-Q1-K1-E8 

BLASTX 

g3868853 

141 

1.0e-08 

50 

62 

(AB013853) GPI-anchored protein [Vigna radiata] 
223503 

LIB3165-047-Q1-K1-F12 

BLASTX 

gl31385 

500 

1.0e-50 

125 

83 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVI-NG SYSTEM OF PHOTOS Y3TEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value- 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



223504 . 

LIB3165-047-Q1-K1-F2 

BLASTX 

gl352821 

490 

1.0e-4 9 

104 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR ' 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026^ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223505 

LIB3165-047-Q1-K1-F6 

BLASTX *"■ 

g729882 

268 

2.0e-23 

97 

57 

CASEIN KINASE II BETA 1 CHAIN (CK II) 

>gi_1076300_pir S47968 casein kinase II (EC 2.7.1.-) beta 

chain CKB2 - Arabidopsis thaliana >gi_467975 (U03984) 
casein kinase II beta subunit CKB2 [Arabidopsis thaliana] 
>gi_224 5122_emb_CAB1054 4_ (Z97343) unnamed protein product 
[Arabidopsis thaliana] 

223506 

LIB3165-047-Q1-K1-F7 
BLASTX «' 
g3286721 
193 

4 .Oe-15 

65 



31700 



% identity 

NCBI Description 



.66 

(AJ007449) trans-cinnamic 4-monooxygenase [Cicer arietinum] 



Seq. No. 


223507 


Seq. ID 


L1dj1Dj~U4 /— yi r\l to 


Method 


OT AO rpV 

BLASTX 


NCBI GI 


go^y / o lo 


dJjAoi score 


1 7 £ 
I/O 


E value 


o . Ue-u 


Match length 


42 


% identity 




NLoi Description 


^ZiT fill \ nnf af i uo rv 


Seq. No. 


223508 


Seq. ID 


LIB3165-04 7-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


522 


E value 


3: Oe-53 


Match length 


100 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE 



(RUBISCO SMALL SUBUNIT) >gi_27958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223509 

LIB3165-047-Q1-K1-G12 

BLASTX 

gl354515 

315 

5.0e-29 

138 

51 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloicies] 



Seq. No. 


223510 


Seq. ID 


LIB3165-047-Q1-K1-G3 


Method 


' BLASTX 


NCBI GI 


gll81599 


BLAST score 


332 


E value 


4.0e-31 


Match length 


111 


% identity 


63 


NCBI Description 


(D83007) subunit of photosystem I 


Seq. No. 


223511 


Seq. ID 


LIB3165-047-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g231688 


BLAST score 


283 


E value 


1.0e-48 


Match length 


123 


% identity 


82 


NCBI Description 


CATALASE ISOZYME 2 >gi 99599 pir : 



31701 



1.11.1.6) - upland cotton >gi_184 88_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 



Seq. No. 


223512 


Seq. ID 


Jj1dJ1oO~U4 / (JIM bo 


Method 


DT TV O TV 


NCBI GI 


gl352821 


BLAST score 


173 


E value 


1 . ue — ^ t> 


Match lengtn 


Q 1 
o 1 


% identity 




NCBI Description 


DTDT1T nClT DTCDUACDUQTr P7A DUPlYVT 7A CT? 




IKUoloLU bMALLi oUnUNll} ^gi t / yool 




ribulose-bisphosphate carboxylase 




precursor upiana couuon -^gi *iouo 




ribulose bisphosphate carboxylase 


Seq. No. 


223513 


Seq- ZD 




Method 


BLASTX 


NCBI GI 


g298245o 


BLAST score 


i y o 


E value 


A A ^ 1 C 

4 . Oe-15 


Match length 


45 


% identity 


O / 


NCBI Description 


zzzzo) putative protein L/\rapii 


Seq. No. 


223514 


Seq. ID 


LIB3165-047-Q1-K1-G8 


Method 




NCBI GI 


go054 o Z 


BLAST score 


399 


E value 


6 . Oe-39 


Match length 


1 C\ A 

104 


% identity 




NCBI Description 


(Aby j^y) Jo Kua polypeptide or wai 




photosystem II [Nicotiana tabacum] 


Seq. No. 


223515 


Seq. ID 




Method 


tit 7\ rimv 

BLASTX 


NCBI GI 


glo527 9o 


bLAoi score 




E value 


2 . Ue-2^ 


Match length 


96 


% identity 


DO 


NCBI Description 


(uyuyuo) bcphj Lbynecnocysuis sp.j 


Seq. No. 


223516 


Seq. ID 


LIB3165-047-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


gl508783 . 


BLAST score 


253 


E value 


9.0e-22 


Match length 


123 


% identity 


48 


NCBI Description 


(Z54351) SecY [Spinacia oleracea] 



31702 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223517 

LIB3165-047-Q1-K1-H12 

BLASTX 

gl362005 

231 

3.0e-19 

110 

49 

secY protein homolog precursor 



- Arabidopsis thaliana 



223518 

LIB3165-047-Q1-K1-H4 

BLASTX 

gl31397 

298 

5.0e-27 

129 

54 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_814 80_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512)"16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 
..oleracea] >gi_225597_prf 1307179B luminal protein 16kD 





[Spinacia oleracea] 




Seq. No. 


223519 




Seq. ID 


LIB3165-047-Q1-K1-H5 




Method 


BLASTX 




NCBI GI 


g3269292 




BLAST score 


245 




E value 


7.0e-21 




Match length 


62 




% identity 


73 




NCBI Description 


(AL030978) putative protein [Arabidopsis 


thaliana] 


Seq. No. 


223520 




Seq. ID 


LIB3165-047-Q1-K1-H6 




Method 


BLASTX 




NCBI GI 


g3319921 




BLAST score 


147 




E value 


2.0e-ll 




Match length 


89 




% identity 


47 




NCBI Description 


(AJ223388) Hev b .3 [Hevea brasiliensis] 






>gi_3319923_emb_CAA11304_ (AJ223389) Hev 


b 3 [Hevea 




brasiliensis] >gi 3319925 emb CAA11305 


(AJ223390) Hev b 




[Hevea brasiliensis] >gi 3818475 (AF051317) small rubber 




particle protein [Hevea brasiliensis] 




Seq. No. 


223521 




Seq. ID 


LIB3165-047-Q1-K1-H7 




Method 


BLASTX 




NCBI GI 


gll68408 




BLAST score 


390 





31703 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-38 

98 

82 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb_CAA6194 6_ (X89828) 
f ructose-1, 6-bisphosphate aldolase [Pisum sativum] 

223522 

LIB3165-047-Q1-K1-H8 

BLASTX 

g3559814 

147 

2.0e-09 

48 

69 

(Y15781) transketolase 1 [Capsicum annuum] 



seq. wo. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description' 



LIB3165-047-Q1-K1-H9 

BLASTX 

g228403 

439 

1.0e-4 3 

93 

90 

glycolate oxidase [Lens culinaris] 
223524 

LIB3165-048-Q1-K1-A1 

BLASTX 

g266936 

455 

2.0e-45 

125 

76 

5 OS RIBOSOMAL PROTEIN L27, CHLOROPLAST PRECURSOR (.CL27) 
>gi 282960 pir A42840 ribosomal protein L27 -common 
tobacco >gi_170306 (M98473) ribosomal protein L27 
[Nicotiana tabacum] >gi_170326 (M75731) ribosomal protein 
L27 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



223525 

LIB3165-04 8-Q1-K1-A10 

BLASTX 

g3236248 

331 

5.0e-31 

93 

73 

(AC004 684) unknown protein [Arabidopsis thaliana] 
223526 

LIB3165-048-Q1-K1-A11 

BLASTX 

g2341045 

313 



31704 
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jnudi uescription 


[fiLVoDo/o) putative protein [Araoiaopsis tnaiianaj 


oeq . ino . 




beg. iu 


L1dj10j-U4o - U1-J\1-A4 






NCBI GI 


v gl352821 


BLAST score 


632 


E value 


4.0e-66 


Match length 


117 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223530 

LIB3165-048-Q1-K1-A5 

BLASTX 

g3980238 

169 

7.0e-12 

46 

63 

(Z21677) ribosomal protein L18 [Thermotoga maritima] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223531 

LIB3165-048-Q1-K1-A6 

BLASTX 

gll68408 

634 

2.0e-66 

135 

92 



31705 



NCBI Description 



FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb_CAA61946_ (X89828) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 



Seq. No. 


223532 


Seq. ID 


LIB3165-04 8-Q1-K1-A8 
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NCBI Description 


(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 




nigra] 


oeq. wo. 
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69 


NCBI Description 


(AF039531) lysophospholipase homolog [Oryza sativa] 


Seq. No. 


223535 


Seq. ID 


LIB3165-04 8-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


gl00200 


BLAST score 


649 


E value 


3.0e-68 


Match length 


141 


% identity 


69 


NCBI Description 


chlorophyll a/b-binding protein type I precursor - tomato 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
-E value 
Match length 
% identity 



223536 

LIB3165-04 8-Q1-K1-B11 

BLASTX 

g542157 

626 • 

2.0e-65 

144 

82 



31706 



NCBI Description 



ribosomal 5S RNA-binding protein - Rice 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223537 

LIB3165-048-Q1-K1-B2 

BLASTX 

g430947 

492 

9.0e-50 

119 

82 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

223538 

LIB3165-048-Q1-K1-B4 

BLASTX 

g400890 

194 

4 .Ge-15 

53 

38 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR , 

>gi_282837_pir S26953 photosystem II 22K protein ^precursor 

spinach >gi_21307_emb_CAA48557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917_bbs_119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223539 

LIB3165-048-Q1-K1-B5 

BLASTX 

g2190992 

378 

2.0e-36 

142 

54 

(AF004358) 
tauschii] 



glutathione S-transf erase TSI-1 [Aegilops 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223540 - 

LIB3165-048-Q1-K1-B6 

BLASTX 

g!352821 

464 

2.0e-46 

102 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



223541 

LIB3165-048-Q1-K1-B8 

BLASTX 

g493636 



31707 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



382 

7.0e-37 

96 

44 

(D29684) predicted polypeptide for cytokinin-repressed mRNA 

[Cucumis sativus] >gi_74 6031_prf 2016504A 

cytokinin-repressed protein CR9 [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223542 

LIB3165-048-Q1-K1-B9 

BLASTX 

g4406530 

358 

4.0e-34 

104 

73 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 

Seq. ID 

Method , 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22354 3 

LIB3165-048-Q1-K1-C1 

BLASTX 

gl21344 

294 

1.0e-26 

93 

60 

GLUTAMINE SYNTHETASE LEAF ISOZYME PRECURSOR .. 
(GLUTAMATE- AMMONIA LIGASE) (CHLOROPLAST GS2) 

>gi_68597_pir AJPMQ2 glutamate — ammonia ligase (EC 

6.3.1.2) delta precursor, chloroplast - garden pea 
>gi_169059 (M20664 ) glutamine synthetase (chloroplast GS2) 
(EC 6.3.1.2) [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value * 

Match length 

% identity 

NCBI Description 



223544 

LIB3165-048-Q1-K1-C10 

BLASTX 

gl332579 

496 

2.0e-70 

145 

10 

(X98063) polyubiquitin [Pinus sylvestris] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
•NCBI Description 



223545 

LIB3165-048-Q1-K1-C11 

BLASTX 

g2760320 

360 

2.0e-34 

109 

68 

(AC002130) F1N21.4 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



223546 

LIB3165-04 8-QI-K1-C2 

BLASTX 

g4545262 



31708 



BLAST score 


165 


E value 


o Ho— 1 1 


Match length 


vl A 


% identity 


DO 


M Q T" n e> >» n r\ +- i /*"\ « 

jnl-oJ. uescripLion 


/ Z\ TT 1 1 R 0 "3 H \ mohal 1 hi r»noi n-1 "i Vd nrnf" di n \ (~Zr\ Q c \rr% \ i ityi 
llut Ju j IllcUollULIlXUllcXU J.XJS.C piuuciu LOUooy^lUlU 




nirsutumj 


k}c(j> IN U • 


^^Sd 7 


beq. ID 


IiIDjIDj U4 0 ^1 J\l ^fi 


Method 


BLASTX 


NCBI GI 


g445116 


DT ACT coAro 

D-Urio i score 


S77 


E value 


/ . ue du 


Match length 


ion : 
i^u 


Q- T ^"1 /"V 4* T 4— T F 

^ laentiuy 


0 0 


inudi Description 


iiyfit. narvesLiny compicA j.xa piuuciii/ Lnuiucuin vu.j-ycix.ti, 


don M/-\ 
o C q • LN u . 


99^S4 ft 


beq. XV 


IjlliJiO^ yiu-^i I\J. L/O 


Method 


BLASTX 


NCBI GI 


g4469014 . 


BLAST score 


/I A 1 
4fi 1 


E value 


y . ue - h 4 


Matcn lengtn 


i/ii 


% identity 


D / 


NLBi uescriprion 


^AJjUjODUZJ pULaLlVc protein LriicilJ lUOpS IS Liicll Iculcl J 


oeq . ln o . 


OOQ KA Q 


beq. ID 


t Tmi cR-r\/i Q-A1 _Tfi _P7 


L 1 C L11UU 




NCBI GI 


g3914603 


BLAST score 


646 


E value 


8.0e-68 


Match length 


137 . 


% identity 


88 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 



PRECURSOR {.RUB I SCO.. ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223550 

LIB3165-048-Q1-K1-C8 

BLASTX 

gl730502 

251 

2.0e-21 

91 

51 

TRANSMEMBRANE PROTEIN PFT27 >gi_110903_pir A31351 probable 

transmembrane protein FT27 - mouse >gi_535682 (M23568) 
transmembrane protein [Mus musculus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



223551 

LIB3165-04 8-Q1-K1-C9 

BLASTX 

gl352821 

543 



31709 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



9.0e-56 

103 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223552 

LIB3165-048-Q1-K1-D1 

BLASTX 

g625546 

322 

6.0e-37 

126 

63 

photosystem II oxygen-evolving complex protein 2 precursor 
- common tobacco >gi_417604_emb_CAA45699_ (X64347) 23 kDa 
polypeptide of water-oxidizing complex of photosystem II 
[Nicotiana tabacum] 

223553 

LIB3165-048-Q1-K1-D10 

BLASTX 

g2924520 

570 

6.0e-59 

124 

88 

(AL022023) plasma membrane intrinsic protein (SIMIP) 
[Arabidopsis thaliana] 

223554 

LIB3165-048-Q1-K1-D11 

BLASTX 

g2894603 

186 

7.0e-14 

95 . _ . 

23 

(AL021889) putative protein [Arabidopsis thaliana] 
223555 

LIB3165-04 8-Q1-K1-D12 

BLASTX 

g2496789 

583 

2.0e-60 

139 

79 

1-DEOXY-D-XYLULOSE 5-PHOSPHATE REDUCTOISOMERASE (DXP 
REDUCTOISOMERASE) >gi_1001556_dbj_BAA10183_ (D64000) a . 
hypothetical protein [Synechocystis sp.] 

223556 

LIB3165-048-Q1-K1-D2 



31710 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4454010 

442 

7.0e-44 

142 

60 

(AL035396) putative protein [Arabidopsis thaliana] 
223557 

LIB3165-048-Q1-K1-D3 

BLASTX 

gl00454 

620 

8.0e-65 

144 

87 

photosystem II oxygen-evolving complex protein 1 - potato 
>gi_809113_emb_CAA35601_ (X17578) 33kDa precursor protein 
of oxygen-evolving complex [ Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223558 

LIB3165-048-Q1-K1-D5 

BLASTX 

gll68411 

550 

1.0e-56 

133 

84 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
223559 

LIB3165-04 8-Q1-K1-D6 

BLASTX 

g3334245 

446 

2.0e-44 

104 

80 

LACTOYLGLUTATHIONE LYASE (METHYLGLYOXALASE) 
(ALDOKETOMUTASE) (GLYOXALASE I) (GLX I). (KETONE-ALDEHYDE 
MUTASE) (S-D-LACTOYLGLUTATHIONE METHYLGLYOXAL LYASE) 
>gi_2909424_emb_CAA12028_ (AJ224520) Glyoxalase I [Cicer 
arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223560 

LIB3165-048-Q1-K1-D8 

BLASTX . 

g2832664 

202 

9.0e-16 

82 

45 

(AL021710) pollen-specific protein - like [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



223561 

LIB3165-048-Q1-K1-D9 



31711 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g282865 

568 

1.0e-58 

131 

83 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID ' 
Method 
"NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



223562 

LIB3165-04 8-Q1-K1-E1 

BLASTX 

g421809 

418 

4.0e-41 

143 
64 

dnaJ protein homolog DnaJ-1 - cucumber 
223563 

LIB3165-048-Q1-K1-E10 

BLASTX 

g2190012 . 

281 

5.0e-25 

90 

63 

(AB004242) dinl [Raphanus sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223564 

LIB3165-048-Q1-K1-E12 

BLASTX 

g2347054 

377 

2.0e-36 

109 

70 

(X96791) arginine decarboxylase [Vitis vinifera] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223565 

LIB3165-048-Q1-K1-E2 

BLASTX 

g3341679 

266 

2.0e-23 

73 

78 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



223566 

LIB3165-04 8-Q1-K1-E3 

BLASTX 

g3298439 

442 



31712 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



,7.0e-44 
129 
50 

(AB010878) chloroplast ribosomal protein L4 [Nicotiana 
tabacum] 



223567 

LIB3165-048-Q1-K1-E7 

BLASTX 

g2708749 

351 

3.0e-33 

111 

59 

(AC003952) putative senescence-assoc . 
protein [Arabidopsis thaliana] 



rhodane s e - 1 i ke 



223568 

LI33I 65-04 8-QI-K1-E8 

BLASTX 

g421826 

409 

5.0e-40 

83 

86 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_2 98036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



223569 

LIB31 65-04 8-Q1-K1-E9 

BLASTX 

gl684716 

363 

1.0e-34 
110 

60 „ 
(Y09424) cytochrome P450 [Nepeta racemosa] 

223570 ' " 

LIB3165-048-Q1-K1-F1 

BLASTX 

g2497742 

178 

4.0e-13 

35 

94 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) 
>gi_995907 (U15153) nonspecific lipid transfer protein 
precursor [Gossypium hirsutum] 

223571 

LIB3165-048-Q1-K1-F12 

BLASTX 

g3687243 

178 

3.0e-14 



31713 



Match length 

% identity 

NCBI Description 



60 
75 

(AC005169) putative ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223572 

LIB3165-048-Q1-K1-F2 

BLASTX 

g480450 

422 

1.0e-41 

109 

77 

ketol-acid reductoisomerase (EC 1. 
thaliana >gi_402552_emb_CAA49506_ 



1.1.86) • 
(X69880) 



■ Arabidopsis 
ketol-acid 



reductoisomerase [Arabidopsis thaliana] 



Seq. No. 


223573 


Seq. ID 


LIB3 1 65 - 0 4 8 -Ql - r\± - 1 J 


Method 


BLASTX 


NCBI GI 


g3702327 


BLAST score 


249 


E value 


3.0e-21 


Match length 


122 


% identity 


52 


NCBI Description 


(AC005397) unknown protein 


Seq. No. 


223574 


Seq. ID 


LIB3165-048-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl709651 


BLAST score 


148 


E value 


7 . 0e-10 


Match length 


54 


% identity 


54 


NCBI Description 


PLASTOCYANIN A PRECURSOR >g. 




plastocyanin a precursor - ] 




>gi_929813_emb_CAA90564_ (Z 




nigra] 


Seq. No. 


223575 


Seq. ID 


LIB3165-04 8-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g4510373 


BLAST score 


34 9 


E value 


5.0e-33 


Match length 


117 


% identity 


60 


NCBI Description 


(AC007017) putative harpin-; 




thaliana] 


Seq. No. 


223576 


Seq. ID 


LIB3165-048-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g3288821 


BLAST score 


640 


E value 


4.0e-67 



31714 



Match length" 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



130 
92 

(AF063901) alanine: glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 

223577 

LIB3165-048-Q1-K1-G11 

BLASTX 

gl352821 

706 

7.0e-75 

129 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223578 

LIB3165-048-Q1-K1-G12 

BLASTX 

gl781348 

540 

2.0e-55 

118 

89 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 

223579 

LIB3165-048-Q1-K1-G4 

BLASTX 

g409756 

261 

1.0e-22 
122 

45 " ; 

(L25643) ATP/GTP nucleotide-binding protein [Leishmania 
infantum] 

223580 

LIB3165-04 8-Q1-K1-G5 

BLASTX 

g289920 

663 

8.0e-70 

124 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

223581 

LIB3165-048-Q1-K1-G7 

BLASTX 

g68200 

417 



31715 



E value 
Match length 
% identity 
NCBI Description 



6.0e-41 ... ~ 

107 

80 

f ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223582 

LIB3165-04 8-Q1-K1-G9 

BLASTX 

g2462762 

266 

2.0e-23 

100 

56 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-048-Q1-K1-H1 

BLASTX 

g4056456 

8.0e-41 

141 

62 

(AC005990) Strong similarity to gb_U20808 auxin-induced 
protein from Vigna radiata and a member of the zinc-binding 
dehydrogenase family PF_00107 . ESTs gb_T43674, gb_H77006 
and gb AA395179 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


223584 


Seq. ID 


LIB3165-048-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


glOO-6610 


BLAST score 


344 


E value 


2.0e-32 


Match length 


126 


% identity 


52 


NCBI Description 


(D64005) hypothetical protein [Synechoeystis ~sp. ] 


Seq. No. 


223585 


Seq. ID 


LIB3165-048-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


gl66835 


BLAST score 


252 


E value 


3.0e-22 ' 


Match length 


65 


% identity 


74 


NCBI Description 


(M86720) ribulose bisphosphate carboxylase/oxygenase 



activase [Arabidopsis thaliana] >gi_2642170 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 



223586 

LIB3165-04 8-Q1-K1-H2 

BLASTX 

gl00203 



Seq. No 
Seq. ID 
Method 
NCBI GI 



31716 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



261 

9.0e-23 

91 

60 

cysteine proteinase (EC 3.4.22.-) precursor - tomato 
>gi_19195_emb_CAA78403_ (Z14028) pre-pro-cysteine 
proteinase [Lycopersicon esculentum] 

223587 

LIB3165-048-Q1-K1-H4 

BLASTX 

g3800853 

324 

3.0e-30 

102 

68 

(AF084478) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase precursor [Zea mays] 

223588 

LIB3165-04 8-Q1-K1-H7 

BLASTX 

g3928084 

338 

9.0e-32 -:- 

119 

59 

(AC005770) retrotransposon-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223589 

LIB31 65-04 8-Q1-K1-H8 

BLASTX 

g4406049 

373 

5.0e-36 
113 

58. 

(AF067604) 
arizonica] 



linalool synthase-like protein [Oenothera 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



223590 

LIB3165-04 9-Q1-K1-A10 

BLASTX 

gll70168 

200 

1.0e-15 

108 

48 

HOMEOBOX-LEUCINE ZIPPER PROTEIN HAT1 (HD-ZIP PROTEIN 1) 
>gi_549883 (U09332) homeobox protein [Arabidopsis thaliana] 
>gi_54 9884 (U09333) homeobox protein [Arabidopsis thaliana] 
>gi_2245105_emb_CAB10527_ (Z9734S) unnamed protein product 
[Arabidopsis thaliana] 

223591 

LIB3165-04 9-Q1-K1-A11 



31717 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX . 
g4128133 
253 

9.0e-22 

97 

49 

(AJ006068) dTDP-D-glucose 4 , 6-dehydratase [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 



223592 

LIB3165-04 9-Q1-K1-A12 
BLASTX 



NCBI GI 


gl814405 




BLAST score 


653 




E value 


1.0e-68 




ml _. __ _ 1_ T ._._.._---_. 

Match length 


137 




% identity 


49 




NCBI Description 


(U84890) putative phosphate 


permease 




crystallinum] 




Seq. No. 


223593 




Seq. ID 


LIB3165-04 9-Q1-K1-A3 




Method 


BLASTX 




NCBI GI 


g430947 




BLAST score 


471 




E value 


2.0e-47 




hjt_^ __ — -l_. 1 ___.__.1_1_ 

Match length 


119 




% identity 


80 




NCBI Description 


(U01103) PSI type III chlorophyll a/b- 




[Arabidopsis thaliana] 




Seq. No. 


223594 




Seq. ID 


LIB3165-04 9-Q1-K1-A4 




Method 


BLASTX 




NCBI GI 


g4415908 




BLAST score 


154 




E value 


4 .Oe-10 




Match length 


74 




% identity 


46 




NCBI Description 


(AC006282) unknown protein 


[Arabidops: 


Seq. No. 


223595 




Seq. ID 


LIB3165-04 9-Q1-K1-A5 




Method 


BLASTX 




NCBI GI 


g4097547 




BLAST score 


233 




E value 


2.0e-19 




Match length 


49 




% identity 


46 




NCBI Description 


(U64906) ATFP3 [Arabidopsis 


thaliana] 


Seq. No. 


223596 




Seq. ID 


LIB3165-04 9-Q1-K1-A8 




Method 


BLASTX 




NCBI GI 


gll72664 




BLAST score 


264 




E value 


5.0e-23 




Match length 


56 





31718 



% identity 

NCBI Description 



91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_419791_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_298482_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 





trinervia, Peptide, 232 aa] >gi_168173 


(M83119) photosystem 




i suDunii in [r laveria mnerviaj 




Seq. No. 


^ ^ J ,b y / 




beq. ID 


jjitsjiDj"U*iy j\i dj 




Method 


BLASTX 




NCBI GI 


g2/3yj7o 




BLAST score 


iy d 




E value 


o . ue- 10 




Match length 


102 




% identity 


47 




NCBI Description 


(AC002505) unknown protein [Arabidopsis 


thaliana ] 


Seq. No. 


223598 




Seq. ID 


LIB3165-04 9-Q1-K1-B6 




Method 


BLASTX 




NCBI GI 


gl352821 




BLAST score 


555 




E value 


4.0e-57 




Match length 


109 




% identity 


95 




NCBI Description 


,.RIBUL0SE BISPHOSPHATE CARBOXYLASE SMALL 


CHAIN PRECURSOR 




(RUBISCO SMALL SUBUNIT)' >gi_279581_pir_ 


_RKCNSU 




ribulose-bisphosphate carboxylase (EC 4 


.1.1.39) small chain 




precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 




ribulose bisphosphate carboxylase [Gossypium hirsutum] 


Seq. No. 


223599 




Seq. ID 


LIB3165-04 9-Q1-K1-B7 




Method 


BLASTX 




NCBI GI 


g4335763. 




BLAST score 


141 




E value 


1.0e-08 




Match length 


_ 48 - - 




% identity 


54 




INL/DX usocripLion 


(AC006284) unknown protein [Arabidopsis 


thaliana] 


Seq. No. 


223600 




Seq. ID 


LIB3165-04 9-Q1-K1-B8 




Method 


BLASTX 




NCBI GI" 


gl352821 




BLAST score 


574 ' 




E value 


2.0e-59 




Match length 


110 




% identity 


99 




NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 


CHAIN PRECURSOR 


(RUBISCO SMALL SUBUNIT) >gi_279581_pir_ 


_RKCNSU 




ribulose-bisphosphate carboxylase (EC 4 


.1.1.39) small chain 



precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



31719 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223601 

LIB3165-049-Q1-K1-C11 

BLASTX 

g2754849 

4 92 

1.0e-51 

117 

81 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

223602 

LIB3165-04 9-Q1-K1-C12 

BLASTX 

gl31399 

157 

5.0e-ll 

54 

61 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 

TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277_pir S00411 

photosystem II 10K protein precursor - potato 
>gi_21489_emb_CAA284 50_ (X04753) ST-LS1 protein [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223603 

LIB3165-049-Q1-K1-C2 

BLASTX 

g3786016 

255 

5.0e-22 

95 

55 

(AC005499) putative elongation factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223604 

LIB3165-04 9-Q1-K1-C4 
-BLASTX 
g.324.9084. 
444 

4.0e-44 

114 

23 

(AC004473) Similar to red-1 
gb_X92750 from Mus musculus. 



(related to thioredoxin) 
ESTs gb_AA712687 and 



gene 



gb_Z37223 come from this gene [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223605 

LIB3165-04 9-Q1-K1-C8 

BLASTX 

g2499967 

265 

4.0e-23 

125 

49 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV B PRECURSOR (PSI-E 



31720 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



B) >gi_632724_bbs_151002 (S72358) photosystem I subunit 
PSI-E [Nicotiana sylvestris, leaves, Peptide Chloroplast, 
143 aa] [Nicotiana sylvestris] 

223606 

LIB3165-04 9-Q1-K1-D10 

BLASTX 

g505482 

425 

6.0e-42 

117 

77 

(X64349) 33 kDa polypeptide of water-oxidizing complex of 
photosystem II [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223607 

LIB3165 

BLASTX 

gl055I3 

186 

7.0e-14 

95 
37 

(U39998 
by C. e 
yk78c2 
C. eleg 
yk78c2. 



■049-Q1-K1-D12 



u 



) coded for by C. elegans cDNA yk92bll.3; coded for 
legans cDNA yk92bll.5; coded for by C. elegans cDNA 
5; coded for by C. elegans cDNA cm9a8; coded for by 
ans cDNA yk66h8.3; coded for by C. elegans cDNA 
3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223608 

LIB3165-04 9-Q1-K1-D5 

BLASTX 

g2499945 

521 

4.0e-53 

138 

69 

URIDINE 5 1 -MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 

DECARBOXYLASE. >gi_1076363_pir S46440 orotate 

phosphoribosyltransf erase (EC 2.4.2.10) / 
orotidine-5 1 -phosphate decarboxylase (EC 4.1.1.23) - 
Arabidopsis thaliana >gi_4 43818_emb_CAA50686_ (X71842) 
pyrE-F [Arabidopsis thaliana] 

223609 

LIB3165-049-Q1-K1-D7 

BLASTX 

gl076315 

370 

2.0e-35 

83 

81 

cytochrome P450 - Arabidopsis thaliana 
>gi_853719_emb_CAA60793_ (X87367) CYP90 protein 
[Arabidopsis thaliana] >gi_871988_emb_CAA60794_ (X87368) 
CYP90 protein [Arabidopsis thaliana] 



31721 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223610 

LIB3165-049-Q1-K1-D8 •■ 

BLASTX 

gl354515 

289 

5.0e-26 

111 

57 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223611 

LIB3165-049-Q1-K1-E1 

BLASTX 

g2160158 

241 

2.0e-20 

44 

95 

(AC000132) Similar to elongation factor 1-gamma 
(gb_EF!G_XENLA) . ESTs gb_T20564 , gb_T45940, gb_T04527 come- 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223612 

LIB3165-049-Q1-K1-E10 

BLASTX 

g3201969 

456 

1.0e-45 

119 

66 

(AF068332) submergence induced protein 2A [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
-NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



223613 

LIB3165-04 9-Q1-K1-E12 

BLASTX 

g2281633 

440 

9.0e-44 - 

119 

71 

(AF003097) AP2 domain containing protein RAP2 . 4 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223614 

LIB31 65-04 9-Q1-K1-E3 

BLASTX 

gl31385 

518 

8.0e-53 

128 

84 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR tOEEl). (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



31722 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223615 

LIB31 65-04 9-Q1-K1-E4 

BLASTX 

g2462781 

151 

9.0e-10 

74 

49 

(U73175) carbamoyl phosphate synthetase small subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223616 

LIB31 65-04 9-Q1-K1-E9 

BLASTX 

g3288821 

431 

1.0e-42 
109 
7 6 

(AF063901) alanine : glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 



Seq. No., 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223617 

LIB3165-04 9-Q1-K1-F10 

BLASTX 

g3023752 

341 

4 ,0e-32 

114 

62 

FERREDOXIN I 
f erredoxin-I 



PRECURSOR >gi_1418982_emb_CAA99756_ (Z75520) 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length. 

% identity 

NCBI Description 



223618 

LIB3165-04 9-Q1-K1-F2 

BLASTX 

gl00616 

159 ■ 

8.0e-ll 

45 

73 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E -value 

Match length 

% identity 

NCBI Description 



223619 

LIB3165-04 9-Q1-K1-F3 

BLASTX 

g4406530 

352 

2.0e-33 

119 

63 

(AF126870) rubisco activase [Vigna radiata] 



31723 * 



Seq. No. 




Seq. ID 


T TD^I C\ A Q_ni 17 /I 


Method 


BLASTX 


NCBI GI 


g2462929 


BLAST score 


i a a 
± t)4 


E value 


£. . ue — 1 1 


Match length 


A A 

4 4 


% identity 


o4 


NCBI Description 


I iizzyo) giutatnione 


Seq. no. 




Seq. ID 


t Tmi n ji q /*m im i?*7 


Meunoci 


RT flQTY 


NCBI GI 


g549063 


BLAST score 


304 


E value 


8.0e-28 


Match length 


81 


% identity 


72 


NCBI Description 


T RAN S LAT I ONAL L Y CONT: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

„E value. 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_10724 64_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

223622 

LIB3165-049-Q1-K1-F9 * 

BLASTX 

gl928981 

572 

4.0e-59 

126 

90 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 

223623 

LIB3165-04 9-Q1-K1-G11 

BLASTX 

g3800853 

357 

4 .Oe-34 - 

101 

73 

(AF084478) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase precursor [Zea mays] 

223624 

LIB31 65-04 9-Q1-K1-G2 

BLASTX 

gl352821 

590 

3.0e-61 

110 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1. 39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 



31724 



ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

£ value 

Match length 

% identity 

NCBI Description 



Seq;" No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



223625 

LIB3165-049-Q1-K1-G4 

BLASTX 

g2828292 

281 

4.0e-25 

75 
72 

(AL021687) neoxanthin cleavage enzyme-like protein 
[Arabidopsis thaliana] 

223626 

LIB3165-04 9-Q1-K1-G5 

BLASTX 

g2828292 

381 

1.0e-36 

93 
76 

(AL021687) neoxanthin cleavage enzyme-like protein 
[Arabidopsis thaliana] 

223627 

LIB3165-04 9-Q1-K1-G8 

BLASTX 

gll7290 

251 

2.0e-21 

119 

47 

CHLOROPLAST TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT) 

(P36) (E30) >gi_100071_pir S23774 triose 

phosphate/ 3-phosphoglycerate/phosphate translocator 
precursor - garden pea >gi_20691_emb_CAA38451_ (X54639) 
chlorpplast import receptor p36 [Pisum sativum] 
>gi_20853_emb_CAA48210_ (X68077) phosphate translocator 

[Pisum sativum] >gi_228551_prf 1805409A phosphate 

translocator [Pisum sativum] - 

223628 

LIB3165-04 9-Q1-K1-G9 

BLASTX 

gl352821 

525 

1.0e-53 . 

Ill 

87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223629 

LIB3165-050-Q1-K1-A1 



31725 



Method 


BLASTX 


NCBI GI 


gl841870 


BLAST score 


n o o 

322 


E value 


8 . Oe-30 


Match length 


81 


% identity 


"7 ^ 

1 1 


NCBI Description 


(U87222) elongation factor 1-beta [Pimpinella brachycarpa] 


Seq. No. 




Seq. ID 


LIB Jl bb-UoU-Ql-Kl-All 


Method 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


Q C Q 

joy 


E value 


3 . Oe-34 


Match length 


118 


% identity 


64 


NCBI Description 


(AFIzdo/O) rubisco activase Lvigna radiataj 


Seq. No. 


223d31 


Seq. ID 


LIB J l DO-UoU-Ql-Kl-AlZ 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


619 


E value 


1 . Oe-64 


Match length' 


116 


% identity 


98 ^ 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR * 




(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 




ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 




precursor - upland cotton >gi 4oUouo emb CAAooUzb (Xo4uyi) 




ribulose bisphosphate carboxylase [Gossypium hirsutum] 


Seq. No. 


zz Jb 32. 


Seq. ID 


LIB3165-050-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


248 


E value 


1 . Oe-21 


Match length 


70 


% identity - 


1 b 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 


Seq. No. 




Seq. ID 


LIB3165-050-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3023752 


BLAST score 


261 * 


E value 


9 . Ue-23 


Match length 


81 


% identity 


64 


inudi uescripcion 






ferredoxin-I [Lycopersicon esculentum] 


Seq. No. . 


223634 


Seq. ID 


LIB3165-050-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


gll68411 



31726 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



565 

3.0e-58 

136 

84 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
223635 

LIB3165-050-Q1-K1-B3 

BLASTX 

g2493146 

535 

8.0e-55 

142 

58 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi_755148 
(U13669) vacuolar H+-ATPase proteolipid (16 kDa) subunit 
[Gossypium hirsutum] >gi_4519415_dbj_BAA75542 . 1_ (AB024275) 
vacuolar H+-ATPase c subunit [Citrus unshiu] 



Seq. No. 


223636 


Seq. ID 


LIB3165-050-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g3860308 . 


BLAST score 


172 


E value 


3 . Oe-12 


Match length 


58 


% identity 


64 


NCBI Description 


(AJ012681) hypothetical protein [Cicer ariet 


Seq. No. 


223637 


Seq. ID 


LIBolbo-UoU-Ql-Kl-By 


i v je tnoa 




NCBI GI 


g4204267 


BLAST score 


269 


E value 


l.Oe-23 


Match length 


146 


% identity 


47 


NCBI Description 


(AC005223) 55585 [Arabidopsis thaliana] 


Seq. No. _ 


223638 


Seq. ID 


LIB3165-050-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


gll81599 


BLAST score 


503 


E value 


5.0e-51 


Match length 


129 


% identity 


77 


NCBI Description 


(D83007) subunit of photosystem I [Cucumis s< 


Seq. No. 


223639 


Seq. ID 


LIB3165-050-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3242704 


BLAST score 


173 


E value 


2. Oe-12 


Match length 


51 


% identity 


61 



31727 



NCSI Description 



(AC003040) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


223640 


Seq. ID 


LIB3165-050-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


529 


E value 


4 . Oe-54 


Match length 


130 


% identity 


83 


NCBI Description 


FRUCTOSE-BIS PHOSPHATE 


Seq. No. 




Seq. ID 


LIB3165-050-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


gl363479 


BLAST score 


271 


E value 


2.0e-24 


Match length 


78 


% identity 


69 


NCBI Description 


photosystem I protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



aL - cucumber 

>gi_801740_dbj_BAA09047_ (D50456) PsaL [Cucumis sativus] 
223642 

LIB3165-050-Q1-K1-C3 

BLASTX 

gl709825 

449 

1.0e-44 

112 

75 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 

223643 

LIB3165-050-Q1-K1-C4 

BLASTX 

g231610 

376 

4 .0e-36 • 

124 

65 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase {EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 

223644 

LIB3165-050-Q1-K1-C5 

BLASTX 

gl363479 

325 

3.0e-30 

88 

72 

photosystem I protein psaL - cucumber 



31728 



>gi 801740 dbj BAA09047_ (D50456) PsaL [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223645 

LIB3165-050-Q1-K1-C6 

BLASTX 

gl753085 

157 

1.0e-10 

40 

78 

(U25283) leucine zipper protein [Oryza sativa] 
223646 

LIB3165-050-Q1-K1-C7 

BLASTX 

g2501578 

433 

5.0e-43 

93 

95 

ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_2129913_pir S6004 7 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M882<54) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq'. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223647 

LIB3165-050-Q1-K1-C8 

BLASTX 

g2262176 

178 

5.0e-13 

106 

37 

(AC002329) putative RING zinc-finger protein [Arabidopsis 
thaliana] >gi_3790573 (AF078824) RING-H2 finger protein 
RHA3a [Arabidopsis thaliana] 

223648 

LIB3165-050-Q1-K1-C9 

BLASTX 

gll70567 

329 

6.0e-31 

67 

88 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) 

>gi_1085960_pir S52648 INOl protein - Citrus paradisi 

>gi_602565_emb_CAA83565_ (Z32632) INOl [Citrus x paradisi] 

223649 

LIB3165-050-Q1-K1-D1 

BLASTX 

gl352821 

408 

4 .0e-40 

81 

95 



31729 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223650 

LIB3165-050-Q1-K1-D10 

BLASTX 

gl351271 

386 

2.0e-37 

131 

63 

TRIOSEPHOSPHATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 

>gi_1084309_pir S52032 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - spinach >gi_806312 
(L36387) triosephosphate isomerase, chloroplast isozyme 
[Spinacia oleracea] 

223651 

LIB3165-050-Q1-K1-D11 

BLASTX 

gl31399 

506 

2.0e-51 

125 

77 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 

TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277_pir S00411 

photosystem II 10K protein precursor - potato 

>gi_214 89_emb_CAA28450_ (X04753) ST-LS1 protein [Solanum 

tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223652 

LIB3165-050-Q1-K1-D12 

BLASTX 

gl706261 

348 

1.0e-36 

83 

84 

CYSTEINE PROTEINASE 2 
cysteine proteinase 



PRECURSOR >gi_2118129_pir S59598 

precursor - maize 
>gi_644 4 90_dbj_BAA08245_ (D45403) cysteine proteinase [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223653 

LIB3165-050-Q1-K1-D2 

BLASTX 

g3914442 

412 

1.0e-40 

94 ' 
83 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 



31730' 



>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223654 

LIB3165-050-Q1-K1-D4 . 

BLASTX 

g3288821 

322 

8.0e-30 

112 

61 

(AF063901) alanine iglyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI. Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223655 

LIB3165-050-Q1-K1-D6 

BLASTX 

gl352821 

638 

7.0e-67 

118 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223656 

LIB3165-050-Q1-K1-E10 

BLASTX 

gl352821 

571 

5.0e-59 

113 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4 1.39) : small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score' 

E value 

Match length 

% identity 

NCBI Description 



223657 

LIB3165-050-Q1-K1-E11 

BLASTX 

g3914605 

592 

2.0e-61... 

135 

83 

RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_541930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase - 
apple tree >gi_415852_emb_CAA7 9857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestical 



Seq. No. 



223658 



31731 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB316J5-050-Q1-K1-E4 

BLASTX 

gl352821 

434 

6.0e-43 

136 

68 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223659 

LIB3165-050-Q1-K1-E5 

BLASTX 

gl352821 

606 

4.0e-63 

114 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223660 

LIB3165-050-Q1-K1-F10 

BLASTX 

g266972 

204 

4.0e-16 

54 

65 

40S RIBOSOMAL PROTEIN S29 >gi_631884_pir S30298 ribosomal 

protein S29 - rat >gi_1362934_pir S55919 ribosomal protein 

S29 - human >gi_57133_emb_CAA4177 8_ (X59051) ribosomal 
protein S29 [Rattus norvegicus] >gi_550027 (U14973) 
ribosomal protein S29 [Homo sapiens] >gi_1220361 (L31610) 
homologous to antisense sequence of krev-1, anti oncogene 
[Homo sapiens] >gi_1220418 (L31609) S29 ribosomal protein 
[Mus musculus] >gi_1513230 (U66372) ribosomal protein S29 

[Bos taurus] >gi_1096945_prf 2113200H ribosomal protein 

S29 [Homo sapiens] >gi_4506717_ref_NP_001023 . l_pRPS29_ 
ribosomal protein S29 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223661 

LIB3165-050-Q1-K1-F7 

BLASTX 

g228403 

447 

2.0e-44 

93 

92 

glycolate oxidase [Lens culinaris] 



31732 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223662 

LIB3165-050-Q1-K1-F8 

BLASTX 

gll72977 

587 

6.0e-61 

135 

85 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223663 

LIB3165-050-Q1-K1-G10 

BLASTX 

g4510372 

152 

5.0e-10 

57 



(AC007017) 
thaliana] 



putative harpin-induced protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223664 

LIB3165-050-Q1-K1-G12 • 

BLASTX 

gl31276 

637 * 

8.0e-67 

125 

98 

PHOTOSYSTEM II P680 CHLOROPHYLL A APOPROTEIN (CP-47 

PROTEIN) >gi_72704_pir QJNT6A photosystem II chlorophyll 

a-binding protein psbB - common tobacco chloroplast 
>gi_11856_emb_CAA77373_ (Z00044) PSII 47kD protein 

[Nicotiana tabacum] >gi_225224_prf 1211235BF photosystem 

II P680 apoprotein [Nicotiana tabacum] 



Seq. No. 


223665 


Seq. ID 


LIB3165-050-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


gl885326 


BLAST score 


341 


E value 


1.0e-32 


Match length 


67 


% identity 


91 


NCBI Description 


(Y11248) phosphoribulokinase [Pisum sativum] 


Seq. No. 


223666 


Seq. ID 


LIB3165-050-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


618 


E value 


2.0e-64 


Match length 


115 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 



(RUBISCO SMALL SUBUNIT) ' >gi_279581_pir RKCNSU 



31733 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


223667 


beq. id 


Llo j I Dj- ud u~ y J. J\l bD 


Method 


DT 7\ CTV 




gfixyjjoo 


dLlH.0 i score 


0 fi U 


E value 


z . ue 0 J 


Match length 


10/1 


S- T ITS ^ ^ ^ T t 

% luenLiLy 


0 4 


inudi Description 


uransxa uionax J.y conuj 




brasiliensis] 


oeq . wo . 




beq. id 


lidjIdj uju yi j\i by 


Method 


O T 7\ C TV 




go^ 4 / U4 


BLAST score 




E value 


z . Ue-o J 


Match length 




z laenliuy 




LNL/D± UcSUripLlOll 




Seq. No. 


223669 


Seq. ID 


LIB3165-050-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


gl31276 


BLAST score 


226 


E value 


9.0e-43 


Match length 


120 


% identity 


83 


NCBI Description 


PHOTOSYSTEM II P680 CHLOROPHYLL 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROTEIN) >gi_72704_pir QJNT6A photosystem II chlorophyll 

a-binding protein psbB - common tobacco chloroplast 
>gi_11856_emb_CAA77373_ (Z0004 4) PSII 47kD protein 

[Nicotiana tabacum] >gi_225224_prf 1211235BF photosystem 

II P680 apoprotein [Nicotiana tabacum] 

223670 

LIB3165-050-Q1-K1-H11 

BLASTX 

g2501572 

249 

3.0e-21 

96 

60 

LATE EMBRYOGENESIS ABUNDANT PROTEIN EMB8 >gi_135054 5 
(L47118) EMB8 gene product [Picea glauca] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



223671 

LIB3165-050-Q1-K1-H3 

BLASTX 

gl332579 

357 

4.0e-68 



31734 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID .: 
Method 
NCBI GI 
BLAST score 
E value 

Match*" length o. 

% identity 

NCBI Description 



140 
9 

(X98063) polyubiquitin [Pinus sylvestris] 
223672 

LIB3165-050-Q1-K1-H4 

BLASTX 

gl31270 

335 

2.0e-31 

130 

72 

PHOTOSYSTEM II P680 CHLOROPHYLL A APOPROTEIN (CP-47 

PROTEIN) >gi_100129_pir S12132 photosystem II chlorophyll 

a-binding protein psbB - Hooker's evening primrose 

chloroplast >gi_485417_pir S12129 photosystem II 

chlorophyll a-binding protein psbB - Appalachian evening 
primrose chloroplast >gi_11207_emb_CAA39388_ (X55899) psbB 
product, chlorophyll a-binding apoprotein (AA 1-508) 
[Oenothera argillicola] 

223673 

LIB3165-050-Q1-K1-H5 

BLASTX 

g2583134 

177. 

6.0e^-13 

80 

51 

(AC002387) putative proline-rich protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223674 

LIB3165-050-Q1-K1-H9 

BLASTX 

g4321096 

143 

7.0e-09 

92 

37 

(M84135 ) f lavonol 3-sulf otransf erase 
chloraefolia] 



[Flaveria 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST .score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



223675 

LIB3165-051-Q1-K1-A10 

BLASTX 

g4406530 

213 

1.0e-23 

86 

67 

(AF126870) rubisco activase [Vigna radiata] 
223676 - 

LIB3165-051-Q1-K1-A11 

BLASTX 

g3135543 



31735 



BLAST score 

E value. 

Match length 

% identity 

NCBI Description 



282 

2.0e-38 

113 

62 

(AF062393) aquaporin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223677 

LIB3165-051-Q1-K1-A3 

BLASTX 

gl352821 

569 

8.0e-59 

107 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4,1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54 091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


<ZZ3o l o 


Seq. ID 


T TD"31 rici r\-\ ts"1 7\ A 
Lib O I DO - UDl-yi - J\l - /i4 


Method 


T5T a CTY 
DLirio 1 A 


NCBI GI 


g4455246 


BLAST score . 


14 8 


E value 


2.0e-09 


Match length 


60 


% identity 


44 


NCBI Description 


(AL035523) putative ^protein [Arabidopsis thaliana] 


Seq. No. 


223679 


Seq. ID 


LIB3165-051-Q1-K1-A5 


Method 


BLASTX 


NCBI GI ' 


g4115377 


BLAST score 


210 


E value 


7.0e-17 


Match length 


45 


% identity 


87 ./ 


NCBI Description 


(AC005967) unknown protein [Arabidopsis thaliana] 


Seq. No. 


223680 


Seq. ID 


LIB3165-051-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


118 


E value 


8.0e-09 


Match length 


68 


% identity 


57 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 



223681 

LIB3165-051-Q1-K1-B1 
BLASTX 



31736 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 

Seq. No; 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g464621 
230 

2.0e-19 

69 

61 

60S RIBOSOMAL PROTEIN L6 
ribosomal protein ML16 - 
>gi_l 95 3 9_emb_CAA4 9 1 7 5_ 



( YL16-LIKE) >gi_280374_pir S28586 

common ice plant 

X69378) ribosomal protein YL16 



[Mesembryanthemum crystallinum] 
223682 

LIB3165-051-Q1-K1-B2 

BLASTX 

g4091806 

524 

1.0e-53 

120 

82 

(AF052585) CONSTANS-like protein 2 [Malus domestica] 
223683 

LIB3165-051-Q1-K1-B4 

BLASTX 

gl66878_. , 

343 

2.0e-32 

121 

58 

(M95796) Stl2p protein [Arabidopsis thaliana] 
223684 

LIB3165-051-Q1-K1-B6 
BLASTX 
gl352821 
189 ' 
1.0e-14 
69 
•59 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) ->gi_279581_pir_RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223685 

LIB3165-051-Q1-K1-B8 

BLASTX 

g2129511 

513 

2.0e-52 

113 

84 

glycerate dehydrogenase (EC 1.1.1.29) splice form HPR1, 
microbody - cucurbit >gi_1304042_dbj_BAA08410_ (D49432) 
hydroxypyruvate reductase [Cucurbita sp.] 



Seq. No. 



223686 



31737 



Seq-. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-051-Q1-K1-B9 

BLASTX 

g4406530 

339 

7.0e-32 

94 

74 

(AF126870) rubisco activase [Vigna radiata] 
223687 

LIB3165-051-Q1-K1-C1 

BLASTX 

g3913651 

512 

4.0e-52 

122 

80 

FERREDOXIN — NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 
(FNR) >gi_2225993_emb_CAA74 359_ (Y14032) 
ferredoxin — NADP{+) reductase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223688 

LIB3165-051-Q1-K1-C11 

BLASTX 

g400890 

296 

8.0e-27 

124 

45 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR 

>gi_282837_pir S26953 photosystem II 22K protein precursor 

- spinach >gi_21307_emb_CAA48557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917_bbs_119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 

223689 

LIB3165-051-Q1-K1-C3 
BLASTX 
-g2708741 
304 

6.0e-28 

99 

60 

(AC003952) hypothetical protein [Arabidopsis thaliana] 
223690 

LIB3165-051-Q1-K1-C6 

BLASTX 

gl352821 

519 

5. Oe-53 

104 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 



31738 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223691 

LIB3165-051-Q1-K1-C8 

BLASTX 

g289920 

723 

7.0e-77 

135 

99 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

223692 

LIB3165-051-Q1-K1-C9 

BLASTX 

gl352821 

586 

8.0e-61 

110 

97, 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223693 

LIB3165-051-Q1-K1-D11 

BLASTX 

gl00490 

608 

2.0e-63 

124 

25 

polyubiquitin - garden snapdragon (fragment) 
>gi_16071_emb_CAA48140_ (X67957) ubiquitin [Antirrhinum 
ma jus] ■ 

223694 

LIB3165-051-Q1-K1-D12 

BLASTX 

g452357 

447 

2.0e-44 

91 

97 

(Z29591) guanine nucleotide regulatory protein [Vicia faba] 

>gi_1098294_prf 2115367B small GTP-binding protein [Vicia 

faba] 

223695 

LIB3165-051-Q1-K1-D3 

BLASTX 

gl00200 

380 



31739 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-36 

103 
71 

chlorophyll a/b-binding protein type I precursor - tomato 
223696 

LIB3165-051-Q1-K1-D4 

BLASTX 

gll9905 

316 

1.0e-29 

74 

81 

FERREDOXIN--NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 

>gi_81898_pir S04030 ferredoxin — NADP+ reductase (EC 

1.18.1.2) precursor - garden pea >gi_20722_emb_CAA30978_ 
(X12446) f erredoxin-NADH+ reductase preprotein (AA -52 to 

308) [Pisum sativum] >gi_226545_prf 1601517A ferredoxin 

NADP reductase [Arachis hypogaea] 

223697 

LIB3165-051-Q1-K1-D6 

BLASTX 

g3335341 

158 

1.0e-10 

35 

89 

(AC004512) T8F5.10 [Arabidopsis thaliana] 
223698 

LIB3165-051-Q1-K1-D7 

BLASTX 

g289920 

190 

9.0e-15 

84 

54 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



223699 

LIB3165-051-Q1-K1-D8 

BLASTX 

g3913018 

684 

3.0e-72 

139 

92 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 

223700 

LIB3165-051-Q1-K1-D9 

BLASTX 

gl928981 



31740 



BLAST score 


141 


E value 


y . ue io 


Match length 




% identity 


bo 


NCBI Description 


(U92651) tonoplast intrinsic protein bobTIP26-l [Bras 




oleracea var. botrytis] 


beq. NO. 


O o "3 *7 n 1 
ZZo 1 U 1 


Seq. ID 


LIbol bO-U3l-yi - i\l - £jll 


Method 


BLASTX 


NCBI GI 


g4539545 


BLAST score 




E value 


A A ^ O O 

z . Oe-^o 


Match length 


y b 


% identity 


• bl 


NCBI Description 


(Y1dd44) PRCI [Nicotiana taoacumj 


beq. No. 


O O *3 *7 n o 

ZZ J / UZ 


Seq. ID 


T T T"» O 1 /T C AC1 T* 1 1 O 

LIBilo5-051-Ql-Kl-El^ 


Method 


HT 7\ PIT V 

BLASTX 


NCBI GI 


g3914437 


BLAST score 


196 


E value 


3 . Ue-z / 


Match length 


73 


% identity 


69 


NCBI Description 


PRQFILIN >gi 31o3/(Jb emb CAA/ool^ (Ylo04^) prorilin 




brasiliensis]^ 


beq. no. 


Z<l j / Uj 


Seq. ID 


LIBol bb-Ubl-Ql-Kl-Eo 


Method 


BLASTX 


NCBI GI 


g625509 


BLAST score 


cot 
b 


E value 


A A C E 


Match length 


12 6 


% identity 


Zo 


NCBI Description 


ubiquitin precursor - Arabidopsis -thaliana (fragment) 


Sieq. No. 


ZZo 1 U4 


Seq. ID - - - — 


T TD D 1 /" C AC1 /"\ 1 TV 1 T7' 1 

- LIBol bo-Ubl-Ql-Kl-E / ^ — j — - - 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


o 14 


E value 


A A — . CO 

2 . Oe-52 


Match length 


135 


% identity 


/o 


NCBI Description 


(Xlbiyu) precursor (AA -do to jj /) [Pisum sativum] 


beq. no. 


ZZ J / Uj 


Seq. ID 


T TnOI f C ftCI A1 TV 1 T~" O 

LIBolbo-Uol-Ql-Kl-Eo 


Method 


BLASTX 


NCBI GI 


gl66834 


BLAST score-" 


677 


E value 


2.0e-71 


Match length 


140 


% identity 


91 


NCBI Description 


(M8 6720) ribulose bisphosphate carboxylase/oxygenase 



31741 



activase [Arabidopsis thaliana] >gi_2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 



Seq. No. 


223706 


oeq. ID 


t tr71 £ ^— n m _ m _tm — tt q 
lidjidj uji j\i by 


Method 


DT S O TV 


NCBI bl 


gjboUUo J 


biiAoi score 


1 jU 


E value 


i . ue— u y 


Match length 


/ 4 


^ luentiLy 


fi O 


inl,d± uesciipLion 


\n^uu j j / uriK.riowri pxroue-Lri LrixraDiciopsis inaixanaj 


Seq. No. 


223707 


Seq. ID 


LIB3165-051-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3832512 


BLAST score 


361 


E value 


2.0e-34 


Match length 


123 


% identity 


59 


NCBI Description 


(AF097922) granule-bound glycogen (starch) synthase 



[Astragalus membranaceus] 



Seq. "No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223708 

LIB3165-051-Q1-K1-F12 

BLASTX 

g3328122 

663 

7.0e-70 
135 
99 

(AF073473) 
tuberosum] 



phosphoglycerate kinase precursor [Solanum 



Seq. No. 
Seq. ID 
Method 
NCBI GI 

-BLAST -score - - - 
E value 
Match length 
% identity 
NCBI Description 



223709 

LIB3165-051-Q1-K1-F2 

BLASTX 

gl31393 

340 — - ----- 

5.0e-32 

104 

72 

OXYGEN-EVOLVING ENHANCER PROTEIN 2 PRECURSOR (0EE2) (23 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOS YSTEM II) 

>gi_100360_pir S15005 photosystem II oxygen-evolving 

complex protein 2 - common tobacco 

>gi_19911_emb_CAA39039.1_ (X55354) photosystem II 23kDa 
polypeptide [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



223710 

LIB3165-051-Q1-K1-F3 

BLASTX 

g231610 

347 

8.0e-33 
126 



31742 



% identity . 


59 . 


nodj. Description 


ATD QVKfTHIiQir PZiMMZi PHZiTM PUT PjRODT QCT DPPPnDQriD 
M.iir b I IN 1 n/ib 0 uMlYuYJR. UtlrlllN/ ^nljUr\*JrrlAH.o 1 tr iYD^Ur\b>Jr\ 




>gi d/oou pir rWNib fi+~ iranspor ting Air syntnase (tiC 




3.6.1.34) gamma chain precursor, chloroplast - common 




f r\Hanr"r> ^rr-l 1 OTfiR omH CHHA^I^O /Yfi^fiH^ ZiTD cunf oca 
LUDaCCO 9-*- 'Oj gIRD ^nn4 J 1 J Z (ADjDUDy rilir oynLflaSG 




^ gamma suounit.; [Nicotiana taoacumj 


beg. no. 


9 9^71 1 


beg. iu 


LlDjlO J UJl ^1 J\l 14 


U n i. U.J 

MetnoQ 


Dli/\b 1 A 


NCBI GI 


g3150404 


BLAST score 


418 


cj value 


ft . ue ft i 


Match length 


lOD 


% identity 


C 9 ' 

oZ 


NCBI Description 


\AUUUftioo; putative miLocnonariai carrier procein 




[Arabidopsis thaliana] 


beg. wo. 


90071 9 


beg. iu 


T TR^I £R-nM -OI -K1 -FR 
J-ilDjlDO UOi yi iM E J 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 




E value- 


z . Ue-o 9 . 


Match length 


TOO 


% identity 


Ofi - 


NCBI Description 


r KUL lObL-BIbrhUbrrlAl b ^ALUULAbb, LHliUKUFLAb 1 rKbUUKbUK 


beg. no. 




Seg. ID 


L1dJ1dd-U 01-yi-rs.l-E b 


Method 


BLASTX 


NCBI GI 


gll68411 


b-LAbi score 




E value 


o n ^ 1 o 

o . Ue-iz 


Match length 


y l 


% identity 




NCBI Description 


c KUC lUbb-hJlbrnUbrHAl b ALUULAbb, LriLiUKUrLAb I FKhjCUKbUK 


beg. no. 


99071 a 
1 Ifl 


Seg. - iu — ~ — 


LiDOlbj-UjJ.-yi-r\l-t / — - 


Method 


O T 7\ C rpv 


NCBI GI 


g3885511 


BLAST score 


252 


E value 


1 . ue — £ 1 


Match length 


1U4 


% identity 


0 1 


Nubi Description 


(ArUofiiUU; similar to rbi- j\ suouniu or pnorosyscem i irom 




barley [Medicago sativa] 


beg. no. 


£ Z O / ID 




T.TR^I -Ol -K1 -PR 


Method 


BLASTX 


NCBI GI 


g4490321 


BLAST score 


455 


E value 


2.0e-45 


Match length 


116 


% identity 


78 



31743 



NCBI Description 



(AJ011604) nitrate transporter [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223716 

LIB3165-051-Q1-K1-G4 ' 

BLASTX 

g400890 

240 

3. Oe-20 

110 

44 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR 

>gi_282837_pir S26953 photosystem II 22K protein precursor 

- spinach >gi_21307_emb_CAA48557_ (X68552) 22kD-protein of 
PSII [Spinacia oleracea] >gi_260917_bbs_119338 (S49864) 
photosystem II 22 kda polypeptide [spinach, Peptide, 274 
aa] [Spinacia oleracea] 



Seq. No. 

S eq . ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223717 

LIB3I 65-051 -Q1-K1-G7 

BLASTX 

g2920666 

203 

3.0e-30 



(AF048978) 2,4-D inducible glutathione S-transferase 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223718 

LIB3165-051-Q1-K1-H1 

BLASTX 

g20733 

408 

6.0e-40 

81 

90 

(X15188) precursor C-terminal fragment (AA 
[Pisum sativum] 



-80 to 367) 



Seq.. No . _ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match. length 

% identity 

NCBI Description 



223719 - 

LIB3165-051-Q1-K1-H10 

BLASTX 

g2492515 

412 

2.0e-40 

100 

84 

CELL DIVISION PROTEIN FTSH HOMOLOG PRECURSOR 

>gi_2129924_pir S58298 ATPase - pepper (fragment) 

>gi_929013_emb_CAA62084_ (X90472) ATPase [Capsicum annuum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



223720 

LIB3165-051-Q1-K1-H11,. 

BLASTX 

gl545805 

180 

1.0e-13 



31744 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 
78 

(D64052) cytochrome P450 like_TBP [Nicotiana tabacum] 
223721 

LIB3165-051-Q1-K1-H2 

BLASTX 

gll68411 

376 

3.0e-36 

102 

77 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 



CHLOROPLAST PRECURSOR 



223722 

LIB3165-051-Q1-K1-H4 

BLASTX 

g20733 

359 

3.0e-34 

124 

62 

(X15188) precursor C-terminal fragment (AA -80 to 367) 
[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 

BLAST score 

E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223723 

LIB3165-051-Q1-K1-H6 

BLASTX 

g2895188 

153 

5.0e-10 

69 

27 

(AF016011) CONSTANS homolog [Brassica napus] 
223724 

LIB3165-051-Q1-K1-H8 

BLASTX 

gl352821 

661 ~ - - - 

1.0e-69 

139 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505__emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223725 

LIB3165-051-Q1-K1-H9 

BLASTX 

gl730910 

14 9 

2.0e-09 

137 

35 



31745 



JNCBI Description 



HYPOTHETICAL 23.1 KD PROTEIN IN BSAA-ILVD INTERGENIC REGION 
>gi_1256633 (L77246) putative ^Bacillus subtilis] 
>gi_2634 609_emb_CAB14107_ (Z99115) similar to hypothetical 
proteins [Bacillus subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223726 

LIB3165-052-Q1-K1-A1 

BLASTX 

gll5473 

199 

1.0e-15 

89 
52 

CARBONIC ANHY DRASE, CHLOROPLAST PRECURSOR (CARBONATE 
DEHYDRATASE) >gi_170219 (M94135) chloroplast carbonic 

anhydrase [Nicotiana tabacum] >gi_445610_prf 1909357A 

carbonic anhydrase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223727 

LTB3165-052-Q1-K1-A12 

BLASTX 

g3334200 

571 

5.0e-59 

131 

83 

GLYCINE DEHYDROGENASE ( DECARBOXYLATING) PRECURSOR (GLYCINE 
DECARBOXYLASE) (GLYCINE CLEAVAGE SYSTEM P-PROTEIN) 
>gi_28 94 362_emb_CAB16918_ (Z99770) P-Protein precursor 
[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score , 

E value 

Match length 

% identity 

NCBI- Descript-ion- 



223728 

LIB3165-052-Q1-K1-A2 

BLASTX 

g282833 

287 

1.0e-25 

69 

86 

ph o sphoglycer ate- Join a s e~ 



(EC 2.7.2.3) - spinach (fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223729 

LIB3165-052-Q1-K1-A3 

BLASTX 

g4406530 

353 

2. Oe-33 

97 

75 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



223730 

LIB3165-052-Q1-K1-A5 

BLASTX 

g2984709 

461 

4.0e-46 



31746 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 . 
89 

(AF0534 68) DnaJ-related protein ZMDJ1 [Zea mays] 
223731 

LIB3165-052-Q1-K1-A6 

BLASTX 

g3023752 

360 

3.0e-34 

121 

62 

FERREDOXIN I PRECURSOR >gi_14 18982_emb_CAA99756_ (Z75520) 
ferredoxin-I [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. -ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq.. ID 
Method 
NCBI GI 

BLAST score 

E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223732 

LIB3165-052-Q1-K1-A8 

BLASTX 

gl350930 

696 

1.0e-73 

146 

93 

40S RIBOSOMAL PROTEIN S13 
223733 

LIB3165-052-Q1-K1-A9 

BLASTX 

g4467098 . 

326 

3.0e-30 

134 

56 

(AL035538) putative protein [Arabidopsis thaliana] 
223734 

LIB3165-052-Q1-K1-B12 

BLASTX 

gl352821 

74 4 - - — - ■ - ■ - 

3.0e-79 

146 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223735 

LIB3165-052-Q1-K1-B2 

BLASTX 

gl354515 

302 

2.0e-27 

137 

49 



31747 



NCBI Description 



(U55837) carbonic anhydrase [Populus treraula x Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223736 

LIB3165-052-Q1-K1-B3 

BLASTX 

g2191138 

334 

3.0e-31 

120 
62 

(AF007269) A_IG002N01 . 18 gene product [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223737 

LIB3165-052-Q1-K1-B6 

BLASTX 

gll73345 

412 

2.0e-40 

133 

63 

SEDOHEPTULOSE-1, 7-BISPHOSPHATASE CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) { SED (1,7) P2ASE) 

>gi_107 64 03_pir S51838 sedoheptulose-1 , 7-biphosphatase 

Arabidopsis thaliana >gi_78 64 66_bbs_159034 (S74719) 
sedoheptulose-1, 7-bisphosphatase, SBPase {EC 3.1.3.37} 
[Arabidopsis thaliana, C24, Peptide Chloroplast, 393 aa] 
[Arabidopsis thaliana] 



Seq. No. 


223738 


Seq. ID 


LIB3165-052-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g2677828 


BLAST score 


395 


E value 


2.0e-38 


Match length 


109 


% identity 


68 


NCBI Description 


(U93166) cysteine protease 


Seq. No. , 


223739 


Seq. ID 


LIB3165-052-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g3023752 


BLAST score 


352 


-E value 


2.0e-33 


Match length 


128 


% identity 


59 


NCBI Description 


FERREDOXIN I PRECURSOR >gi 




ferredoxin-I [Lycopersicon 


Seq. No. 


223740 


Seq. ID 


LIB3165-052-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


706 


E value 


8.0e-75 



31748 



Match length . 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity ■ 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



136 
96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223741 

LIB3165-052-Q1-K1-C12 

BLASTX 

g4406530 

348 

7.0e-33 

98 

73 

(AF126870) rubisco activase [Vigna radiata] 
223742 

LIB3165-052-Q1-K1-C2 

BLASTX 

g4262239 

245 

8-0e-21 

115 
45 

(AC006200) putative membrane transporter [Arabidopsis 
thaliana] 

223743 

LIB3165-052-Q1-K1-C7 

BLASTX 

g4210948 

497 

2.0e-50 
98 

96 ;:, 

(AF085275) DnaJ protein [Hevea brasiliensis] 

-223744 - - • 

LIB3165-052-Q1-K1-C8 
BLASTX 
gl352821 
535 

8.0e-55 

101 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223745 

LIB3165-052-Q1-K1-C9 

BLASTX 

gl00616 



31749 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



276 

2.0e-24 

77 

71 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 

223746 

LIB3165-052-Q1-K1-D10 

BLASTX 

g2088651 

368 

3.0e-35 

133 

56 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

223747 

LIB3165-052-Q1-K1-D11 

BLASTX 

g4406809 

180 

4.0e-13 
48 

69 • *• 

(AC006201) unknown protein [Arabidopsis thaliana] 

223748 

LIB3165-052-Q1-K1-D12 

BLASTX 

g2765081 

525 

1.0e-53 

138 

75 

(Y10557) g5bf [Arabidopsis thaliana] - - 

223749 

LIB3165-052-Q1-K1-D3 

BLASTX 

gl352821 

574 

2.0e-59 

108 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026__ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum].. 



Seq. No. 
Seq. ID 



223750 

LIB3165-052-Q1-K1-D7 



31750 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E 'value . 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2982453 

681 

6.0e-72 

143 

92 

(AL022223) 



fructose-bisphosphate aldolase-like protein 



[Arabidopsis thaliana] 
223751 

LIB3165-052-Q1-K1-D8 . 

BLASTX 

gll68411 

557 

2.0e-57 

134 

84 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
223752 

LIB3165-052-Q1-K1-D9 

BLASTX 

g289920 

560 

8.0e-58 

121 

87 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirs-utum] 

223753 

LIB3165-052-Q1-K1-E1 

BLASTX 

g2501572 

149 

1.0e-09 

74 • 
51 

LATE EMBRYOGENESIS ABUNDANT PROTEIN "EMB8 >gi_1350545 
(L47118) EMB8 gene product [Picea glauca] 

223754 

LIB3165-052-Q1-K1-E10 

BLASTX 

g4406530 

388 

1.0e-37 

110 

74 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



223755 

LIB3165-052-Q1-K1-E11 

BLASTX 

g231688 

619 

1.0e-64 



31751 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



117 
100 

CAT ALAS E ISOZYME 2 >gi_99599_pir S17493 catalase (EC 

1.11.1.6) - upland cotton >gi_18488_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 

223756 

LIB3165-052-Q1-K1-E12 

BLASTX 

gl31399 

465 

1.0e-46 

109 

82 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 

TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277_pir S00411 

photosystem II 10K protein precursor - potato 

>gi_214 8 9_emb_CAA284 50_ (X04753) ST-LS1 protein [Solanum 

tuberosum] 



Seq. No. 


223757 


Seq. ID 


LIB3165-052-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g2739004 


BLAST score 


258 


E value 


3.0e-22 


Match length 


81 


% identity 


54 


NCBI Description 


(AF022461) CYP82Clp [Glycine max] 


Seq. No. 


223758 


Seq. ID 


LIB3165-052-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


374 


E value 


5.0e-36 


Match length 


76 


% identity 


96 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE 



Seq. No. 

Sejq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



(RUBI SCO SMALL SUBUNIT) >gi_2 7 9 5 8 l_pi r RKCNSU - 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223759 

LIB3165.-052-Q1-K1-E5 

BLASTX 

g3885341 

474 

1.0e-47 

107 

76 

(AC005623) unknown protein [Arabidopsis thaliana] 
223760 

LIB3165-052-Q1-K1-E8 
BLASTX 



31752 



NCBI GI 


g2791834 


BLAST score 


C O *D 

OZ J 


E value 


/I A ^ CC 

4 . ue-ob 


Match length 


1 O A 

lzU 


% identity 


QQ 


NCBI Description 


(AF041463) elongation factor 1-alpha [Manihot esculenta] 


beq. NO. 


Z ZO / 0 1 


beq. ID 


Lilb.51oo-UoZ-yi-.Kl-r 1 


Method 


BLASTX 


NCBI GI 


g3395429 


bLiAoi score 


1 "7 7 
1 / / 


E value 


7 . Oe-li 


Match length 


ol 


% identity 




NCBI Description 


(ACUU4ooo) hypothetical protein LAraoiaopsis tnaiianaj 


Seq. No. 


ZZ J / OZ 


5eq. ID 


LlBilbo-Uoz-Ql-Kl-Fz 


Method 


BLASTX 


NCBI GI 


g2055273 


BLAST score 




E value 


z.Oe-oo 


Match length 


IOC 

135 


% identity 


oo 


NCBI Description 


(D85339) hydroxypyruvate reductase [Arabidopsis thaliana] 


Seq. No. 


ZZO / DJ 


Seq. ID 


LIB 31ob-Ubz-Ql-Kl-Fo 


Method 


BLASTX 


NCBI GI 


g2982463 


BLAST score 


4 yi 


E value 


l . ue-4 y 


Match length 


1 A C 

14b 


% identity 


T A 


NCBI Description 


(ALOzzzzo) putative protein LAraoidopsis tnaiianaj 


Seq . No . 


ZZO / 04 


Seq. ID 


t tdoi tz a aco 1 z/"\ n 

LIBolob-Ubz-£)l-Kl-b / 


Method. 


I3T AOTY - 

DliAolA- - - - _ . 


NCBI GI 


g2632109 


BLAST score 


238 


E value 


C A — OA 

5 . Oe-20 


Match length 


TOT 

lzl 


% identity 


A O 

4o 


NCBI Description 


(AJ000508) phospholipid glutathione peroxidase [Pisum 




sativum] 


beq. no. 


ZZO /Oj 


Seq. ID 




netnoa 


RT aQTY 


NCBI GI 


g3540196 


BLAST score 


266 


E" value ■ 


3.0e-23 


Match length 


118 v 


% identity 


47 


NCBI Description 


(AC004260) Putative, amp-binding protein [Arabidopsis 



31753 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223766 

LIB3165-052-Q1-K1-G1 

BLASTX 

g2765081 

506 

2.0e-51 

139 

72 

(Y10557) g5bf [Arabidopsis thaliana] 





Seq. No. 


223767 




Seq. ID 


LIB3165-052-Q1-K1-G2 




Method 






NCBI GI 


g3043428 




BLAST score 






E value 






Match length 


'i 1 1 
111 




% identity 


87 




NCBI Description 


(AJ005346) 40S ribosomal protein S5 [Cicer arietinuiu] 


m 


oeq. wo. 


j f OO 




Seq. ID 


LIB3165-052-Q1-K1-G3 


F=*= 


Method 


BLASTX 


I : 


NCBI GI 


g4455208 


==c 


BLAST score 


562 


b? s 


E value 


6.0e-58 




Match length 


139 




% identity 


78 


e. ■ 


NCBI Description 


(AL035440) putative protein [Arabidopsis thaliana] 


bs£> 


Seq. No. 


223769 




Seq. ID 


LIB3165-052-Q1-K1-G5 


Q 


Method 


BLASTX 




NCBI GI 


gl352821 




BLAST score 


113 




E value 


2.0e-09 




Match length 


89 




% identity 


43 




NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223770 

LIB3165-052-Q1-K1-G7 

BLASTX 

g68200 

565 

2.0e-58 

139 

83 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA4 7293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 



31754 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223771 

LIB3165-052-Q1-K1-G8 

BLASTX 

g3688123 

369 

2.0e-35 

128 

63 

(AJ006293) granule-bound starch synthase [Antirrhinum 
ma jus] 

223772 

LIB3165-052-Q1-K1-G9 

BLASTX 

g2582822 

253 

1.0e-21 

124 

51 

(Y09987) CDSP32 protein (Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223773 

LIB3165-052-Q1-K1-H10 

BLASTX 

g3885511 

374 

6.0e-36 

106 

71 

(AF0842 
barley 



00) similar to PSI-K subunit of photosystem I from 
[Medicago sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 

E value — - - 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223774 

LIB3165-052-Q1-K1-H11 
BLASTX 

g!352821 * 
518 . 

6 . 0e-53V - - - - • • • 

100 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223775 

LIB3165-052-Q1-K1-H12 

BLASTX 

gl345698 

672 

7.0e-71 

132 

95 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 



31755 



(CAB-151) (LHCP) >gi 99601 pir. S20917 chlorophyll 
a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 



y=5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223776 

LIB3165-052-Q1-K1-H2 

BLASTX 

g267082 

634 

2.0e-66 

122 

95 

TUBULIN BETA-8 CHAIN >gi_32018 9_pir JQ1592 tubulin beta-8 

chain - Arabidopsis thaliana >gi_166908 (M84705) beta-8 
tubulin [Arabidopsis thaliana] 

223777 

LIB3165-052-Q1-K1-H3 

BLASTX 

g2388689 

214 

3.0e-17 

90 

52 

(AF016633) GH1 protein [Glycine max] 
223778 

LIB3165-052-Q1-K1-H4 

BLASTX 

g4406530 

393 

4.0e-38 

109 

75 

(AF126870) rubisco activase [Vigna radiata] 
«. 

223779 

LIB3165-052-Q1-K1-H5 

BLASTX 

g3126967 

333 

2.0e-31 

99 

15 

(AFO 61807 ) polyubiquitin [Elaeagnus umbellata] 
223780 

LIB3165-052-Q1-K1-H7 

BLASTX 

gl354515 

282 

4.0e-25 

140 

46 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



31756 



Seq. No. 


223 /o 1 


Seq. ID 


Lib jlDO-UD^-yi-l\l-no 


Method 


bliAo 1 A 


NCBI GI 


g2088647 


BLAST score 


223 


E value 


*D A « 1 O 

3 . Ue-lo 


Match length 


/ 0 


% identity 




NCBI Description 


(Atuuziuy) nypotneuicai protein [Araoiaopsis unaiianaj 




>gi oiDojyH (Aru jdj^uj LKK-containing c-dox protein 




[ Arabidopsis thaliana] 


Seq. No. 


ZZo / O Z 


Seq. ID 


LIB3165-053-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


gi 4 z 1 / ou 


BLAST score 


4 y 4 


E value 


^ . ue-ou 


Match length 


1 1 Q 
lib 


% identity 


77 


NCBI Description 


. (U43082) RF2 [Zea mays] 


Seq. No. 


o o o n o *3 

223783 


Seq. ID 


LIB3165-053-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g32oy2yz 


BLAST score 


183 


E value 


9 . Oe-14 


Match length 


62 


% identity 


56 


NCBI Description 


(AL030978) putative protein [Arabidopsis thaliana] 


Seq. No. 


2.2.5 /o4. 


Seq. ID 


LIB3165-053-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


gioozo yz 


BLAST score 


TOT 

lz / 


E value 


1 . Qe-12 


Match length 


_ii J. _ .... - " 


% identity 


4 / 


NCBI Description 


(uyuyoy) ABC transporter [bynecnocystis sp.j 


Seq. No. 




Seq. ID 


LIB316o-0b3-Ql-Kl-Az 


Method 


OTA CTV 


NCBI GI 


g2501568 


BLAST score 


173 


E value 


z . ue-iz 


l v Ja Lull XcIiyLXl 




% identity 


54 


NCBI Description 


HYPOTHETICAL 28.8 KD PROTEIN SLL0506 




>gi_1001342_dbj_BAA10829_ (D64006) hypothetical protein 




[Synechocystis sp.] 


Seq. No. 


223786 


Seq. ID 


LIB3165-053-Q1-K1-A4 



31757 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX" 

g3860264 

418 

4 .Oe-41 

86 

88 

(AC005824) 



unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



223787 

LIB3165-053-Q1-K1-A5 

BLASTX 

gl778093 

419 

5.0e-43 

139 

68 

(U64902) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 

223788 

LIB3165-053-Q1-K1-A7 

BLASTX 

g3559807 

292 

1.0e-26 

92 

63 

(Y15628) HCF136 protein [Arabidopsis thaliana] 
223789 

LIB3165-053-Q1-K1-B1 

BLASTX 

g3080401 

385 

3.0e-37 
100 

72 • - 

(AL022603) putative protein [Arabidopsis thaliana] 
>gi_4455265_emb_CAB36801.1_ (AL035527) putative protein 
[Arabidopsis thaliana] 

223790 

LIB3165-053-Q1-K1-B12 

BLASTX 

gll70567 

675 

3.0e-71 

139 

91 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) 

>gi_1085960_pir S52648 INOl protein - Citrus paradisi 

>gi_602565_emb_CAA83565_ (Z32632) INOl [Citrus x paradisi] 

223791 

LIB3165-053-Q1-K1-B2 
BLASTX 



31758 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl363526 
681 

6.0e-72 

138 

92 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
cytochrome b6 - maize chloroplast >gi_902251_emb_CAA60315 
(X86563) cytochrome B6 [Zea mays] 



beg. vio . 


9 9 o n Qo 


Seq. ID 


T TD"31 ACO VI D"3 

LI DO lOO - UD J-yi — J\l-b J 


Method 


O T TV PTV 


M/1QT T 

DJUtJl bi 


yjUZ jZo 1 


BLAST score 


A C *7 


E value 


1.0e-45 


Match length 


141 


% identity 


o4 


NCBI Description 


HIGH AFFINITY AMMONIUM TRANSPORTER 




>yi 2065194 emb CAA64475 (X95098) ammonium transport! 




[Lycopersicon esculentum] 


Seq. No. 


223793 


Seq. ID 


LIBJ1 OD-UDO-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g2739375 


BLAST score 


243 


E value 


1 . Oe-20 


Match length 


107 


% identity 


50 


NCBI Description 


(AC002505) unknown protein [Arabidopsis thaliana] 


Seq. No. 




Seq. ID 


LIBol oo-Uo J-QI-KI-Bd 


Method 


BLASTX 


NLbl bl 


gz izy 4 oz 


BLAST score 


481 


E value 


2.0e-48 


Matcn lengrn 


1 AC 

lUo 


% identity 


1 b 


NCBI Description, 


polyubiquitin - red alga (Gracilaria verrucosa) 


Seq. No. 


O O "3 *7 O C 

223795 


Seq. ID 


LIB3165-053-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


206 


E value 


6.0e-29 


Match length 


90 


% identity 


80 


NCBI Description 


(L07119) chlorophyll A/B binding protein [Gossypium 




hirsutum] 


Seq. No. 


223796 


Seq. ID 


LIB3165-053-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2494175 


BLAST score 


208 



31759 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-16. - 

101 

49 

GLUTAMATE DECARBOXYLASE 
glutamate decarboxylase 



2 (GAD 2) >gi_1184960 (U46665) 
2 [Arabidopsis thaliana] 



>gi_1236619 
thaliana] 



(U4 9937) glutamate decarboxylase [Arabidopsis 



223797 

LIB3165-053-Q1-K1-C11 

BLASTX 

gl31773 

200 

8.0e-16 

78 

65 

40S RIBOSOMAL PROTEIN S14 (CLONE MCH2) 

>gi_82724_pir B30097 ribosomal protein S14 (clone MCH2) 

maize 



Seq. No. 


223798 


Seq. ID 


LIB3165-053-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl709825 


BLAST score 


338 


E value 


7.0e-32 


Match length 


124 


% identity 


65 


NCBI Description 


^PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 


(PSI-N.) >gi 1237124 (U32176) PSI-N [Arabidopsis thalia 


Seq. No. 


223799 


Seq. ID 


LIB3165-053-Q1-K1-C2 


Method 


BLASTX. 


NCBI GI 


g2114046 


BLAST score 


642 


E value 


2.0e-67 


Match length 


137 


% identity 


91 


NCBI Description 


(AB002147) water channel protein- [Nicotiana excelsior-] 


Seq. No. 


223800 


Seq. ID 


LIB3165-053-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3252807 


BLAST score 


159 


E value 


1.0e-12 


Match length 


107 


% identity 


44 


NCBI Description 


(AC004705) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


223801 


Seq. ID 


LIB3165-053-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


268 


E value 


6.0e-25 



31760 



Match length ,.,.78 
% identity 7 9 

NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


223802 


Seq. ID 


LI B31 65-05 3-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3258571 


BLAST score 


463 


E value 


2.0e-46 


Match length 


117 


% identity 


80 


NCBI Description 


(U89959) Hypothetical protein [Arabidopsis 1 


Seq. No. 




Seq. ID 


LIB3165-053-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


547 


E value 


3.0e-56 


Match length 


137 


% identity 


'82 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOKUFliAbl 


Seq. No. 


223804 


Seq. ID 


LIB3165-053-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3023752 


BLAST score 


322 


E value 


7.0e-30 


Match length 


114 


% identity 


61 


NCBI Description 


FERREDOXIN I PRECURSOR >gi_14 18982_emb_CAA9 


ferredoxin-I [Lycopersicon esculentum] 


Seq. No. 


223805 _ 


Seq. ID 


LIB3165-053-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


386 


E value 


2.0e-37 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



73 - 
95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] ; 

223806 

LIB3165-053-Q1-K1-E1 

BLASTX 

g4455208 



31761 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No.- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



531 

2.0e-54 
141 

73 

(AL035440) putative protein- [Arabidopsis thaliana] 
223807 

LIB3165-053-Q1-K1-E11 

BLASTX 

g4006872 

280 

6.0e-25 

75 

76 

(Z99707) methionyl aminopeptidase-like protein [Arabidopsis 
thaliana] 

223808 

LIB3165-053-Q1-K1-E12 

BLASTX 

g231688 

613 

5.0e-64 

123 

94 

CATALASE ISOZYME 2 >gi_99599_pir S17493 catalase (EC 

1.11.1.6) - upland cotton >gi_184.88_emb_CAA39998_ (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223809 

LIB3165-053-Q1-K1-E2 

BLASTX 

g2582822 

203 

7.0e-16 

115 

48 

(Y09987) CDSP32 protein (Chloroplast Drought-induced Stress 
Protein of 32kDa) [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



223810 

LIB3165-053-Q1-K1-E4 

BLASTX 

g2494076 

442 

3.0e-55 

124 

84 

NADP-DEPENDENT GLYCERALDEHYDE-3 -PHOSPHATE DEHYDROGENASE 
(NON-PHOSPHORYLATING GLYCERALDEHYDE 3-PHOSPHATE 
DEHYDROGENASE) (GLYCERALDEHYDE- 3- PHOSPHATE DEHYDROGENASE 
(NADP+) ) (TRIOSEPHOSPHATE DEHYDROGENASE) >gi_1842115 
(U87848) non-phosphorylating glyceraldehyde dehydrogenase 
[Nicotiana plumbagini folia] 

223811 

LIB3165-053-Q1-K1-E5 



31762 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll81599 

414 

1.0e-40 

111 

74 

(D83007) subunit of photosystem I [Cucumis sativus] 
223812 

LIB3165-053-Q1-K1-E7 

BLASTX 

gll72664 

330 

8.0e-31 

70 

91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_419791_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_298482_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223813 

LIB3165-053-Q1-K1-F1 

BLASTX 

gl352821 

482 

6.0e-49 

89 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



223814 

LIB3165-053-Q1-K1-F10 

BLASTX 

gl25578 

214 

5.0e-21 

75 

73 

PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE) 
(PRK) >gi_167266 (M73707) phosphoribulokinase 
[Mesembryanthemum crystallinum] 

223815 

LIB3165-053-Q1-K1-F12 

BLASTX 

gl346155 

459 

6.0e-46 
104 



(PRKASE) 
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%■ identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

SERINE H Y DROX YME T HYLT RAN SFE RASE, MITOCHONDRIAL 1 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_481942_pir S40212 glycine ., 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_437 995_emb_CAA81078_ (Z25859) glycine 
hydroxymethyltransf erase [Flaveria pringlei] 

223816 

LIB3165-053-Q1-K1-F2 

BLASTX 

g2979550 

203 

4.0e-16 

95 

48 

(AC003680) putative 7-ethoxycoumarin O-deethylase 
[Arabidopsis thaliana] 

223817 

LIB3165-053-Q1-K1-F4 

BLASTX 

gl352821 

627 

1.0e-65 

116 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223818 

LIB3165-053-Q1-K1-F5 

BLASTX 

gl709651 

437 

2.0e-43 

138 - - 

62 

PLASTOCYANIN A PRECURSOR >gi_21174 31_pir S58209 

plastocyanin a precursor - black poplar 

>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a [Populus 
nigra] 

223819 

LIB3165-053-Q1-K1-F6 

BLASTX 

gl352821 

557 

1.0e-57 

105 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 



31764 



precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



O « Ma" 

beq. No. 


z ^ Jo/: U 


beq. id 




Method v 


BLASTX 


NCBI GI 


g232031 


oixRo i score 




E value 


i . ue-i y 


Matcn lengtn 




% identity 


Do i 


NCBI Description 


T-> T AMPATTAM TT7\ O r P/^D 1 D 17 T 1 7\ • — ^ TOO 1 

LLUNbAl 1UN rALlUK 1 dLIA >gi oZZl 




translation elongation factor eEF- 








[Oryza sativa] 


Seq. No. 


223821 


beq. id 




Me LHUU 


OlrRb 1 A 


NCBI GI 


gz bolOzl 


BLAST score 


DO/ 


E value 


o.ue-/u 


Match length 


IZb 


% identity 


y o 


NCBI Description 


(AFUJbzoo) catalase [Glycine maxj 


Seq. No. 


223822 


Seq. ID 


LIB3165-053-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


261 


E value 


1.0e-22 


Match length 


52 


% identity 


96 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223823 

LIB3165-053-Q1-K1-G4 

BLASTX 

g231503 

166 

2.0e-21 

80 

67 

ACT IN 97 >gi_100417_pir 
>gi_2 154 4_emb_CAA3 92 8 0_~ 



_S20098 actin - potato 

(X55751) actin [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



223824 

LIB3165-053-Q1-K1-G8 

BLASTX 

g3800853 

642 

3.0e-71 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140 
96 

(AF084478) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase precursor [Zea mays] 

223825 

LIB3165-053-Q1-K1-H12 

BLASTX . 

g2191136 

323 

5.0e-51 

140 
70 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T4 6230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H76290 
[Arabidopsis thaliana] 



01 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

;% identity 

NCBI 'Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-053-Q1-K1-H2 

BLASTX 

g3075400 

289 

4.0e-26 
73 

(AC004484) putative thromboxane-A synthase [Arabidopsis 
thaliana] >gi_34 13720 (AC004747) putative thromboxin-A 
synthase [Arabidopsis thaliana] 

223827 

LIB3165-053-Q1-K1-H4 

BLASTX 

gl352821 

412 

2.0e-40 

137 

64 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_279581_pir_RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223828 

LIB3165-053-Q1-K1-H5 

BLASTX 

gl352821 

178 

3.0e-15 

56 

80 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 
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Seq. No'. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223829 

LIB3165-055-P1-K1-A1 

BLASTX 

g445116 

558 

1.0e-57 

116 

91 

light-harvesting complex Ila protein; [Hordeuin vulgare] 
223830 

LIB3165-055-P1-K1-A10 

BLASTX 

gl00203 

291 

2.0e-26 

77 

73 

cysteine proteinase (EC 3.4.22.-) precursor - tomato 
>gi_19195_emb_CAA78403_ (Z14028) pre-pro-cysteine 
proteinase [Lycopersicon esculentum] 

223831 

LIB3165-055-P1-K1-A11 

BLASTX 

g2673914 

538 

3.0e-55 

117 

80 

(AC002561) hypothetical protein [Arabidopsis thaliana] 
223832 

LIB3165-055-P1-K1-A12 

BLASTX 

g4056507 

189 

2.0e-14 

55 

65 

(AC005896) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223833 

LIB3165-055-P1-K1-A5 

BLASTX 

g4406530 

312 

9.0e-29 

109 

62 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 
Seq. ID 
Method 



223834 

LIB3165-055-P1-K1-A6 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g266893 
586 

6.0e-61 

119 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_3224 16_pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47906_ (X67674) rubisco activase [Cucumis 
sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223835 

LIB3165-055-P1-K1-B10 

BLASTX 

g2864617 

239 

3.0e-20 

108 

50 

(AL021811) H+-transporting ATP synthase chain9 
protein [Arabidopsis thaliana] 



like 



Seq. No. 


223836 . 




Seq. ID 


LIB3165-055-P1-K1-B8 




Method 


BLASTX 




NCBI GI 


g3869088 




BLAST score 


511 




E value 


4.0e-52 




Match length 


97 




% identity 


100 




NCBI- Description 


(AB019427) elongation 


factor- 


Seq. No. 


223837 




Seq. ID 


LIB3165-055-P1-K1-B9 




Method 


BLASTX 




NCBI GI 


' g70644 




BLAST score 


545 




E value 


4 .Oe-56 




Match length 


114 




% identity 


18 




NCBI Description 


ubiquitin precursor - 


common 


Seq. No. 


223838 




Seq. ID 


LIB3165-055-P1-K1-C1 




Method 


BLASTX 




NCBI GI 


g4406759 




BLAST score 


204 




E value 


4 .Oe-16 




Match length 


92 




% identity 


47 




NCBI Description 


(AC006836) hypothetical prot< 


Seq. No. 


223839 




Seq. ID 


LIB3165-055-Pl-Kl-C.il 




Method 


BLASTX 




NCBI GI 


g2499945 




BLAST score 


430 
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E value 
Match length 
% identity 
NCBI Description 



1.0e-42 

118 

67 

URIDINE 5 1 -MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5' -PHOSPHATE 

DECARBOXYLASE >gi_1076363_pir S4 64 40 orotate 

phosphoribosyltransf erase (EC 2.4.2.10) / 
orotidine-5 1 -phosphate decarboxylase (EC 4.1.1.23) - 
Arabidopsis thaliana >gi_443818_emb_CAA5068 6_ (X71842) 
pyrE-F [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223840 

LIB3165-055-P1-K1-C12 

BLASTX 

g2959643 

137 

3.0e-13 

102 

22 

(AF001945) rim ABC transporter [Homo sapiens] 
223841 

LIB3165-055-P1-K1-C4 ■. 

BLASTX 

gl354515 

203 

5.0e-16 

97 

51 

(U5*5837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E 'value 
Match length 

%-identity ~^ 

NCBI Description 



223842 

LIB3165-055-P1-K1-C5 

BLASTX 

gl'362086 

496 

2.0e-50 
103 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir_S65957 

5 -methyl tetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_88 6471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223843 

LIB3165-055-P1-K1-C6 

BLASTX 

g4433048 

325 

3.0e-30 

92 

75 

(D2 657 8) DNA-binding protein [Daucus carota] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223844 

LIB3165-055-P1-K1-C7 

BLASTX 

gl709825 

277 

1.0e-24 

112 

62 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223845 

LIB3165-055-P1-K1-C8 

BLASTX 

gl439609 

566 

1.0e-58 

113 
54 

(U62778) delta-tonoplast intrinsic protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223846 

LIB3165-055-P1-K1-C9" 

BLASTX 

gl352821 

364 

7. Oe-35 

71 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor — upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose-bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No." 


223847 


Seq. ID 


LIB3165-055-P1-K1-D10 


Method 


BLASTX . , 


NCBI GI 


g3158474 


BLAST score 


324 


E value 


3.0e-30 


Match length 


85 


% identity 


76 


NCBI Description 


(AF067184) aquaporin 1 [Samanea saman] 


Seq. No. 


223848 


Seq. ID 


LIB3165-055-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


420 


E value 


2.0e-41 


Match length 


109 


% identity 


75 


NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223849 

LIB3165-055-P1-K1-D3 

BLASTX 

g3122232 

228 

6.0e-19 

95 
55 

MITOCHONDRIAL HEAT SHOCK 22 KD PROTEIN PRECURSOR 
>gi_1669866 (U72958) AtHSP23 . 6-mito [Arabidopsis thaliana] 
>gi_4 4 54008_emb_CAA23061_ (AL035396) Arabidopsis 
mitochondrion-localized small heat shock protein 
(AtHSP23. 6-mito) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223850 

LIB3165-055-P1-K1-D4 

BLASTX 

gl352821 

505 

2.0e-51 

104 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi__279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223851 

LIB3165-055-P1-K1-D6 

BLASTX 

gll8564 

562 

4.0e-58 

113 

92 

GLYCERATE DEHYDROGENASE (NADH-DEPENDENT HYDROXYPYRUVATE 

REDUCTASE) ( HPR) (GDH) >gi_65955_pir DEKVG glycerate 

dehydrogenase (EC 1.1.1.29) - cucumber 
>gi_18264_emb_CAA41434_ (X58542) NADH-dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_18275_emb_CAA32764_ (X14 609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223852 

LIB3165-055-P1-K1-D8 

BLASTX 

g4406530 

292 

2.0e-26 

80 

75 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 
Seq. ID 
Method 



223853 

LIB3165-055-P1-K1-D9 
BLASTX 



31771 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl00196 
441 

6.0e-44 

98 

83 

chlorophyll a/b-binding protein (cab-11) 



tomato 



223854. 

LIB3165-055-P1-K1-E12 

BLASTX 

g4164408 

461 

3.0e-46 

97 

88 

(AJ132228) amino acid carrier [Ricinus communis] 
223855 

LIB3165-055-P1-K1-E8 

BLASTX 

g3510254 

362 • 

1.0e-34 

104 

72 

(AC005310) putative zinc transporter [Arabidopsis thaliana] 
223856 

LIB3165-055-P1-K1-E9 

BLASTX 

g2765817 

149 

1.0e-09 

57 

54 

(Z95352) AtMlo-hl [Arabidopsis thaliana] 
>gi_3892049_gfc>_AAC78258. 1_AAC78258 (AC002330) AtMlo-hl 
[Arabidopsis thaliana] 

-223857 - - — 

LIB3165-055-P1-K1-F10 

BLASTX 

g289920 

571 

4.0e-59 

108 

97 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



223858 

LIB3165-055-P1-K1-F11 

BLASTX 

g4406530 

278 

7.0e-25 
79 
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% identity 

NCBI Description 



73 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223859 

LIB3165-055-P1-K1-F12 

BLASTX 

g477280 

427 

3.0e-42 

110 

73 

mitochondrial processing peptidase (EC ^.4.99.41) 55K 
protein precursor - potato >gi_410633 : "" , - 4 0 cytochrome 

c reductase-processing peptidase subunit I, subunit I, 

P55 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 
534 aa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match- length 

% identity 

NCBI Description 



223860 

LIB3165-055-P1-K1-F2 

BLASTX 

gl737492 

142 

7.0e-09 

110 

33 

(U81318) poly (A) -binding protein [Triticum a.estivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223861 

LIB3165-055-P1-K1-F3 

BLASTX 

gl00602 

337 

1.0e-31 

97 

65 

infection-related protein - barley 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223862 

LIB3165-055-P1-K1-F5 

BLASTX - - - - - - 

g729252 
199 

2.0e-29 

104 

59 

CYTOCHROME B5 >gi_167140 (M87514) cytochrome b-5 [Brassica 

oleracea] >gi_384338_prf 1905426A cytochrome b5 [Brassica 

oleracea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223863 

LIB3165-055-P1-K1-F8 

BLASTX 

g289920 

578 

6.0e-60 

110 

97 



31773 



NCBI Description 



(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq.:- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E Value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq.' ID 
Method 
NCBI GI 
BLAST score 



223864 

LIB3165-055-P1-K1-F9 

BLASTX 

g2511693 

376 

3.0e-36 

100 

73 

(Z99954) cysteine proteinase precursor [Phaseolus vulgaris] 
223865 

LIB3165-055-P1-K1-G1 

BLASTX 

g3914435 

450 

6.0e-45 

93 

88 

P ROE 1 ! LIN 1 >gi_3021375_emb_CAA11756_ (AJ223982) profilin 
[Glycine max] 

223866 - 

LIB3165-055-P1-K1-G2 

BLASTX 

gl352821 

486 

3.0e-49 

99 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 958 l_pir RKCNSU 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223867 

LIB3165-055-P1-K1-G3 . 

BLASTX 

g2499931 

268 

1.0e-23 

65 

80 

ADENINE PHOSPHORIBOSYLTRANSFERASE 2 (APRT) 

>gi_2129534_pir S71272 adenine phosphoribosyltransf erase 

(EC 2.4.2.7) - Arabidopsis thaliana 
>gi_1321681_emb_CAA65609_ (X968 66) adenine 
phosphoribosyltransferase [Arabidopsis thaliana] 

223868 

LIB3165-055-P1-K1-G4 

BLASTX 

g3688125 

274 



31774 



E value 
Match length 
%. -identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



2.0e-24 

97 

64 

(AJ006294) granule-bound starch synthase [Antirrhinum 
ma jus] 

223869 

LIB3165-055-P1-K1-G5 

BLASTX 

gl352821 

517 

8.0e-53 

108 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223870 

LIB3165-055-P1-K1-G7 

BLASTX 

gl703292 

312 

8.0e-29 

98 

69 

HIGH AFFINITY AMMONIUM TRANSPORTER >gi_551219_emb_CAA5347 3_ 
(X75879) amtl [Arabidopsis thaliana] * 

223871 

LIB3165-055-P1-K1-H1 

BLASTX 

g68200 

285 

1.0e-25 

78 

77 

f-ructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 

223872 

LIB3165-055-P1-K1-H10 

BLASTX 

g4239845 

190 

2.0e-14 

118 

40 

(AB015855) transcription factor TEIL [Nicotiana tabacum] 
223873 

LIB3165-055-P1-K1-H11 

BLASTX 

gll72664 



31775 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



186 

5.0e-14 

39 
92 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_419791_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_2984 82_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232.. aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

% identity 

NCBI Description 



223874 

LIB3165-055-P1-K1-H12 

BLASTX 

gl00616 

396 

1.0e-38 
69 

ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase .activase [Hordeum vulgare] >gi_167095 (M5544 9) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223875 

LIB3165-055-P1-K1-H2 

BLASTX 

gll68408 

518 

6.0e-53 

113 

91 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 ' 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb_CAA6194 6_ (X89828) 
f ructose-1, 6-bisphosphate aldolase [Pisum sativum] 

223876 . _ . . 

LIB3165-055-P1-K1-H3 

BLASTX 

g421826 

308 

3.0e-28 

98 

62 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



223877 

LIB3165-055-P1-K1-H5 

BLASTX 

g2492782 

284 

2.0e-25 



31776 



Match length 
% identity • 
NCBI Description 



59 
78 

AL P HA- G ALAC TO S I DAS E PRECURSOR (MELIBIASE) 

(ALPHA-D-GALACTOSIDE GALACTOHYDROLASE) >gi_504489 (L27992) 
alpha-galactosidase [Coffea arabica] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



223878 

LIB3165-055- 

BLASTX 

g3292814 

173 



P1-K1-H6 



E value 


2 . Oe-12 


Match length 


100 


% identity 


A C 


NCBI Description 


(ALOJIUlo) putative protein [Hrauiaopsis tiidiiciiicij 


Seq. No. 




Seq. ID 


LIB3165-055-P1-K1-HO 


Method 


BLASTX 


NCBI GI 


g2435517 


BLAST score 


312 


E value 


8 . Oe-29 


Match length 


107 


% identity 


55 


NCBI Description 


(AF0245U4) contains similarity to peptidase idiuiiy ^.j. 




[Arabidopsis thaliana] 


.Seq. No. 


223880 


Seq. ID 


LIB3165-055-Pl-Kl-Hy 


Method 


BLASTX 


NCBI GI 


gl684851 


BLAST score 


262 


E value 


6.0e-23 


Match length 


81 


% identity 


r a 

64 


NCBI Description 


(UZ/yJo) DnaJ~-LiKe protein [rnaseoius vuiydiibj 


Seq. No. 




Seq. ID 


LIB3165-056-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


gl076748. 


BLAST score 


178 


E value 


2.0e-13 


Match length 


59 


% identity 


59 


NCBI Description 


major intrinsic protein - rice >gi_4 4 08 69_dbj_BAA04257 




(D17443) major intrinsic protein [Oryza sativa] 


Seq. No. 


223882 


Seq. ID 


LIB3165-056-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score- 


403 


E value 


2.0e-39 


Match length 


106 



% identity 

NCBI Description 



80 



FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 



31777 



Seq.- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223883 

LIB3165-056-P1.-K1-B1 

BLASTX 

g2554675 

202 

4 .Oe-16 

66 
68 

Three-Dimensional Structure Of Glycolate Oxidase With Bound 
Active-Site Inhibitors >gi_2624594_pdb_lAL7_ 
Three-Dimensional Structures Of Glycolate Oxidase With 
Bound Active-Site Inhibitors 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223884 

LIB3165-056-P1-K1-B10 

BLASTX 

g3023752 

238 

4.0e-20 

93 

56 

FERREDOXIN I PRECURSOR >gi_14 18982_emb_CAA99756_ 
ferredoxin-I [Lycopersicon esculentum] 



(Z75520) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223885 

LIB3165-056-P1-K1-B12 

BLASTX 

gl352821 

457 

8.0e-46 

93 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC- 4 . 1 . 1 . 39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

22388 6 

LIB3165-056-P1-K1-B2 

BLASTX 

gl31393 

144 

2.0e-09 

66 

56 

OXYGEN-EVOLVING ENHANCER PROTEIN 2 PRECURSOR (OEE2) (23 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOS YSTEM II) 

>gi_100360_pir S15005 photosystem II oxygen-evolving 

complex protein 2 - common tobacco 

>gi_19911_emb_CAA39039. 1_ (X55354) photosystem II 23kDa 
polypeptide [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 



223887 

LIB3165-056-P1-K1-C12 
BLASTX 



31778 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2 754849 
312 

3.0e-29 

77 

86 

(AF039000) putative serine-glyoxylate aminotransferase 
[Fritillaria agrestis] 

223888 

LIB3165-056-P1-K1-D10 

BLASTX 

gl21344 

165 

1.0e-ll 

68 - 

53 

GLUTAMINE SYNTHETASE LEAF ISOZYME PRECURSOR 
(GLUTAMATE-AMMONIA LIGASE) (CHLOROPLAST GS2) 

>gi_68597_pir AJPMQ2 giutamate — ammonia ligase (EC 

6.3.1.2) delta precursor, chloroplast - garden pea 
>gi_169059 (M20664) glutamine synthetase (chloroplast GS2) 
(EC 6.3.1.2) [Pisum sativum] 

223889 

LIB3165-056-P1-K1-D12 

BLASTX 

gll5813 

565 

2.0e-58 

114 

89 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE III PRECURSOR 
(CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

223890 

LIB3165-056-P1-K1-E12 

BLASTX 

gl565225 

151 , - . - - - 

2.0e-13 

66 

39 

(X95572) salt-tolerance protein [Arabidopsis thaliana] 
223891 

LIB3165-056-P1-K1-F1 

BLASTX 

g4455235 

181 

3.0e-16 

63 1 
78 

(AL035523) PROTEIN TRANSPORT PROTEIN SEC61 GAMMA 
SUBUNIT-like [Arabidopsis thaliana] 



Seq. No. 



223892 



31779 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-056-P1-K1-F11 

BLASTX 

gll69528 

164 

4.0e-13 

57 

81 

ENOLASE 2 ( 2 - PHOS PHOGL YCERATE DEHYDRATASE 2) 

( 2-PH0SPH0-D-GLYCERATE HYDRO-LYASE 2) >gi_602253 (U17973) 

enolase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223893 

LIB3165-056-P1-K1-F12 

BLASTX 

gl711355 

232 

2.0e-19 

90 

59 

SHORT-CHAIN TYPE DEHYDROGENASE/REDUCTASE 

>gi_421786_pir S34678 short-chain alcohol dehydrogenase - 

Norway spruce >gi_395223_emb_CAA52213_ (X74115) short-chain 
alcohol dehydrogenase [Picea abies] 



Seq. No. 


223894 


Seq. ID 


LIB31 65-05 6-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2760537 


BLAST score 


137 


E value 


9.0e-09 


Match length 


34 


% identity 


79 


NCBI Description 


(Y16088) cytosolic form 


Seq. No. 


223895 


Seq. ID 


LIB3165-057-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3282092 


BLAST score 


160 


E value • - 


6.0e-ll - - 


Match length 


106 


% identity 


38 


NCBI Description 


(AJ007446) hypothetical 


Seq. No. 


223896 


Seq. ID 


LIB3165-057-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4220518 


BLAST score 


232 


E value 


2.0e-19 


Match length 


111 


% identity 


47 


NCBI Description 


(AL035356) hypothetical 


Seq. No. 


223897 


Seq. ID 


LIB3165-057-P1-K1-B10 


Method 


BLASTX 



31780 



N.CBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



gl352821 
577 

8.0e-60 

118 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223898 

LIB3165-057-P1-K1-B11 

BLASTX 

g2829916 

167 

1.0e-ll 

48 

75 

(AC002291) Unknown protein [Arabidopsis thaliana] 
223899 

LIB3165-057-P1-K1-B4 
BLASTX . . 

gl352821 
541 

2.0e-55 . 

115 

92 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score- 

E value 

Match length 

% identity 

NCBI Description 



223900 

LIB3165-057-P1-K1-B6 

BLASTX 

g3660471 

379 - . . - • 

9.0e-37 

91 

82 

(AJ001809) succinate dehydrogenase flavoprotein alpha 
subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223901 

LIB3165-057-P1-K1-C1 

BLASTX 

g430947 

338 

1.0e-32 
97 

7 6. 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



31781 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223902 - 

LIB3165-057-P1-K1-C2 

BLASTX 

g320622 

593 

1.0e-61 

123 

89 

probable protein kinase 
(M62985) protein kinase 



- maize (fragment) >gi_168618 
[Zea mays] 



223903 

LIB3165-057-P1-K1-D10 

BLASTX 

gl931640 

325 

3.0e-30 

90 

64 

(U95973) Serine carboxypeptidase isolog [Arabidopsis 
thaliana] 

223904 

LIB3165-057-P1-K1-E12 

BLASTX 

gll68411 

301 

1.0e-27 

96 

72 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
223905 

LIB3165-057-P1-K1-E4 

BLASTX 

gl34892 

223 

3.0e-19 
114 

55 ' — - — - 

SIGNAL RECOGNITION PARTICLE RECEPTOR ALPHA SUBUNIT 
(SR- ALPHA) (DOCKING PROTEIN ALPHA) (DP-ALPHA) 

>gi_88607_pir A29440 signal recognition particle receptor 

- human >gi_30866_emb_CAA29608_ (X06272) docking protein 
[Homo sapiens] >gi_4 50722 3_ref_NP_0031 30 . l_pSRPR_ signal 
recognition particle receptor ('docking protein') 

223906 

LIB3165-057-P1-K1-G11 

BLASTX 

gl352821 

432 

8.0e-43 * . - 

101 

89 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 



31782 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223907 

LIB3165-057-P1-K1-H11 

BLASTX 

g4056493 

202 

7.0e-16 

97 

40 

(AC005896) unknown protein [Arabidopsis thaliana] 
223908 

LIB3165-058-P1-K1-A8 

BLASTX 

g3914603 

188 

1.0e-14 

58 

62 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza sativa] 



Seq. No. 


^223909 


Seq. ID 


LIB3165-058-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g3747111 


BLAST score 


267 


E value 


2.0e-23 


Match length 


67 


% identity 


72 


NCBI Description 


(AF095641) MTN3 homolog 


Seq. No. 


223910 


Seq. ID 


LIB3165-058-P1-K1-B11 


Method 


BLASTX 


NCBI Gl" 


gl488043 


BLAST score 


171 


E value 


3.0e-12 


Match length 


56 


% identity 


66 


NCBI Description 


(U63784) PAPS-reductase- 


Seq. No. 


223911 


Seq. ID 


LIB3165-058-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


gll5765 


BLAST score 


258 


E value 


7.0e-37 


Match- length 


107 


% identity 


73 


NCBI Description 


CHLOROPHYLL A-B BINDING 



(CAB-7) >gi 100201_pir_ 



PROTEIN OF LHCI TYPE II PRECURSOR 
S07408 chlorophyll a/b-binding 



31783 



protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A . 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223912 

LIB3165-058-P1-K1-B3 

BLASTX 

g231610 

182 

1.0e-13 

48 

79 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 



y § 



Seq. No. 


223913 


Seq.. ID 


LIB3165-058-P1-K1-B8- 


Method 


BLASTX 


NCBI GI 


g3953473 


BLAST score 


300 


E value 


2.0e-27 


Match .length 


113 


% identity 


66 


NCBI Description 


(AC002328) F2202.18 [Arabidopsis 


Seq. No. 


223914 


Seq. ID 


LIB3165-058-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g2501578 


BLAST score 


339 


E value 


5.0e-32 


Match length 


73 


% identity 


90 


NCBI Description 


ETHYLENE- INDUCIBLE PROTEIN HEVER 



ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI' Description 



223915 

LIB3165-058-P1-K1-C8 

BLASTX ^ 

g4510376 

186 

5.0e-14 

69 

54 

(AC007017) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



223916 

LIB3165-058-P1-K1-C9 
BLASTX 



31784 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3914605 
166 

6.0e-12 

77 

52 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_54 1930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852_emb_CAA7 9857_ (Z21794) 
ribulose-1 , 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223917 

LIB3165-058-P1-K1-F3 

BLASTX 

g2879811 

149 

1.0e-21 

62 

74 

(AJ223316) ribosomal protein L30 [Lupinus luteus] 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223918 

LIB3165-058-P1-K1-G1 
BLASTX . 
g2501578 
575 

2.0e-59 

122 

'96 

ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_2129913_pir_S6004 7 
ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223919 

LIB3165-058-P1-K1-G10 

BLASTX 

g542087 

196 

4.0e-32 

112 

67 

sucrose 
(X69165 



transport protein - potato >gi_439294_emb_CAA48915_ 
) sucrose transport protein [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223920 , _ 

LIB3165-058-P1-K1-G12 

BLASTX 

gll81599 

122 

5-0e-10 

74 
57 

(D83007] 



subunit of photosystem I [Cucumis sativus] 



Seq. No. 



223921 



31785 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-058-P1-K1-H12 
BLASTX ^ ... 

gl352821 
308 

9.0e-29 

63 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


: 223922 


Seq. ID 


LIB3165-058-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g2655098 


BLAST score 


202 


E value 


6.0e-16 


Match length 


82 


% identity 


44 


NCBI Description 


(AF023472) peptide transporter [Hordeum vulgare 


Seq. No. 


223323 


Seq. ID 


LIB3165-059-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl21080 


BLAST score 


143- 


E value 


3.0e-09 


Match length 


64 


% identity 


56 


NCBI Description 


GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR 



>gi_1070638_pir GCPMH glycine cleavage system protein H 

precursor - garden pea >gi_20737_emb_CAA4 5978_ (X64726) H 
protein [Pisum sativum] >gi_169093 (J05164) H-protein of 
glycine decarboxylase precursor (EC 2.1.2.10) [Pisum 
sativum] >gi_287815_emb_CAA37704_ (X53656) H-protein [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223924 - 

LIB3165-059-P1-K1-A8 

BLASTX 

g4406530 

250 

2.0e-21 

85 

64 

(AF126870) rubisco activase [Vigna radiata] 



Seq. No. 
Seq. ID 
Method 
NCBI GI- 
BLAST score 
E value 
Match length 
% identity 



223925 

LIB3165-059-P1-K1-B12 

BLASTX 

gl684851 

191 

1.0e-14 

55 

69 



31786 



NCBI Description 



(U77935) DnaJ-like protein [Phaseolus vulgaris] 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223926 

LIB3165-059-P1-K1-B1 

BLASTX 

gl352821 

140 

5.0e-09 

41 

71 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223927 

LIB3165-059-P1-K1-C11 

BLASTX 

g541951 

123 

1.0e-13 

68 

58 

SPCP2 protein - soybean >gi_310578 (L122'$8) nodulin-26 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCfel Description 



223928 

LIB3165-059-P1-K1-D11 

BLASTX 

g2565305 

366 

3.0e-35 

99 

73 

(AF024589) glycine decarboxylase P subunit 
Triticum sp. ] 



[Hordeum sp. x 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223929 

LIB3165-059-P1-K1-D12 

BLASTX 

g2995384 

262 

4.0e-23 

86 

63 

(AJ004810) cytochrome P450 monooxygenase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223930 

LIB3165-059-P1-K1-E5 

BLASTX 

gl352821 

152 

2.0e-10 

33 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



31787 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54 091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



Seq. No. 


223931 


Seq. ID 


LIB3165-059-P1-K1-F11 - ■ 


Method 


BLASTX 


NCBI GI 


gll68411 


BLAST score 


162 


E value 


4 . Oe-15 


Match length 


83 


% identity 


67 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 


Seq. No. 


223932 • 


Seq. ID 


LIB31 65-05 9-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g3702339 


BLAST score 


154 


E value 


2 . 0e-10 


Match length 


59 


% identity 


56 


NCBI Description 


(AC005397) unknown protein [Arabidopsis thaliana] 


Seq.. No. J T . 


223933 . 


Seq. ID 


*LIB3165-059-Pl-Kl-G12 


Method 


BLASTX 


NCBI GI 


g2119719 


BLAST score 


192 


E value 1 


6. Oe-15 


Match length 


80 


% identity 


56 


NCBI Description 


heat-shock cognate protein 70-3 - tomato >gi 762844 




(L41253) Hsc70 [Lycopersicon esculentum] 


Seq. Noi 


223934 


Seq. ID 


LIB3165-059-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


gl431629 _ . _ - - - 


BLAST score 


165 


E value 


8 . 0e-12 


Match length 


57 


O ' _J_ — 4_J 4-,. 

% identity 


ol 


NCBI Description 


(X99348) pectinacetylesterase precursor [Vigna radiata] 


Seq. No. 


223935 


Seq. ID 


LIB3165-060-Ql^Kl-Al 


Method 


BLASTX 


NCBI GI 


g2507153 


BLAST score 


189 


E value 


3.0e-14 


Match length 


134 


% identity 


35 


NCBI Description 


VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS16 



>gi_2133204_pir S62031 vacuolar protein sorting-associated 

protein VPS16 - yeast (Saccharomyces cerevisiae) 



31788 



>gi_1171414 (U44030) Vspl6p: Vacuolar sorting protein 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223936 

LIB3165-060-Q1-K1-A3 

BLASTX 

g3914603 

517 

3.0e-62 

134 

83 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RUBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Oryza .sativa] 



Seq. No. 


223937 


Seq. ID 


LIB3165-060-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2832783 


BLAST score 


488 


E value 


2.0e-49 


Match length 


98 


% identity 


91 


NCBI Description 


(AJ225806) potassium channel beta subunit 


Seq. No. 


223938 


Seq. ID 


LIB3165-060-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g232029 


BLAST score ' 


377 


E value 


1.0e-36 


Match length 


74 


% identity 


99 


NCBI Description 


ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 



>gi_100154_pir S21989 translation elongation factor eEF-1 

alpha chain - carrot >gi_18339_emb_CAA42843_ (X60302) 
elongation factor 1A [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223939 

LIB3165-060-Q1-K1-A6 

BLASTX 

gl928981 

510 

5.0e-52 

109 

93 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



223940 

LIB3165-060-Q1-K1-A8 

BLASTX' 

g3121825' 

322 

7.0e-30 
123 



31789 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_14 98247_emb_CAA63910_ (X94219) 
basl protein [Spinacia oleracea] 

223941 

LIB3165-060-Q1-K1-B1 

BLASTX 

gl351408 

437 

2.0e-43 

104 

78 

VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) 

>gi 1076563 pir S51117 cystein proteinase - sweet orange 

>gi_633185_emb_CAA87720_ (Z47793) cystein proteinase (by 

similarity) [Citrus sinensis] >gi_1588548_prf 2208463A 

vascular processing protease [Citrus sinensis] 

223942 

LIB3165-060-Q1-K1-B11 

BLASTX 

g2501353 

438 

1.0e-43 

89 

93 

TRANSKETOLASE, CHLOROPLAST (TK) >gi_1084 440_pir S54300 

transketolase (EC 2.2.1.1) 3 - Craterostigma plantagineum 
(fragment) >gi_664 901_emb_CAA86607_ (Z4 664 6) transketolase 
[Craterostigma plantagineum] 

223943 

LIB3165-060-Q1-K1-B12 

BLASTX 

g3421102 

332 

3.0e-31 

77 

81 

(AF043530) 
thaliana] 



20S proteasome beta subunit PBB1 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



223944 

LIB3165-060-Q1-K1-B2 

BLASTX 

g2832643 

281 

3.0e-25 

70 

81 

(AL021710) hypothetical protein [Arabidopsis thaliana] 
223945 

LIB3165-060-Q1-K1-B3 • 

BLASTX 

g4325041 



31790 



BLAST score 


478 


E value 


2.0e-48 


Match length 


. 102 


% identity 


" 94 


NCBI Description 


(AF11733! 




tabacum] 


Seq. No. 


223946 


Seq. ID 


LIB3165-I 


Method 


BLASTX 


NCBI GI 


gl684851 


BLAST score 


318 


E value 


2.0e-29 


Match length 


114 


% identity 


60 


NCBI Description 


(U77935) 


Seq. No. 


223947 


Sea. ID 


LIB3165-! 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


392 


E value 


4.0e-38 


Match length 


108 


% identity 


74 


NCBI Description 


(X15190) 


Seq. No. 


223948 


Seq. ID 


LIB3165-I 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


431 


E value 


9.0e-43 


Match length 


83 


% identity 


98 


NCBI Description 


RIBULOSE 




(RUBISCO 




ribulose- 



(X15190) precursor (AA'-68 to 337) [Pisum sativum] 



precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium_ hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223949 

LIB3165-060-Q1-K1-C10 

BLASTX 

g267120 

198 

2.0e-15 

83 

55 

THIOREDOXIN F-TYPE PRECURSOR (TRX-F) >gi_100070_pir S20929 

thioredoxin f precursor - garden pea 

>gi_20907_emb_CAA4 5098_ (X63537) thioredoxin F [Pisum 
sativum] >gi_1388086 (U35830) thioredoxin f [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 



223950 

LIB3165-060-Q1-K1-C11 
BLASTX 



31791 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl351271- 
181 

9.0e-17 
97 . 
60 

TRIOSEPHOSPHATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 

>gi_1084309_pir S52032 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - spinach >gi_806312 
(L36387) triosephosphate isomerase, chloroplast isozyme 
[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223951 

LIB3165-060-Q1-K1-C7 

BLASTX 

gll30682 

642 

2.0e-67 

127 

100 

(Z46959) acetohydroxyacid synthase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223952 

LIB3165-060-Q1-K1-C8 

BLASTX 

g4206194 

462 

3.0e-46 

131 . . 

66 

(AF071527) GH3-like protein [Arabidopsis thaliana] 
>gi_4262168_gb_AAD14468_ (AC005275) putative GH3-like 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223953 

LIB3165-060-Q1-K1-D12 

BLASTX 

g2943789 

269 

1.0e-23 

90 _ .. . 

62 

(AB000875) RD22BP1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223954 

LIB3165-060-Q1-K1-D2 

BLASTX 

g68200 

438 

1.0e-43 

113 

80 

f ructose-bisphosphate aldolase (EC 4.1.2.13) 
chloroplast - spinach >gi- L 22633_emb_CAA4 7293_ 



precursor, 
(X66814) 



f ructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 
Seq. ID 



223955 

LIB3165-060-Q1-K1-D3 



31792 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI* 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

gl532135 

495 

3.0e-50 

106 

86 

(U49442) 



chloroplast mRNA-binding protein CSP41 precursor 



[Spinacia oleracea] 
223956 

LIB3165-060-Q1-K1-D4 

BLASTX 

g4091806 

377 

2.0e-36 

96 

72 

(AF052585) CONSTANS-like protein 2 [Malus domestical 
223957 

LIB3165-060-Q1-K1-D5 

BLASTX 

g4406530 

169 

4.0e-12 

56 
66 

(AF126870) rubisco activase [Vigna radiata] 
223958 

LIB3165-060-Q1-K1-D6 

BLASTX 

gl946368 

452 

3.0e-45 
104 

85 r • - 

(U93215) unknown protein [Arabidopsis thaliana] 

223959 

LIB3165-060-Qi-Kl-D8 

BLASTX 

g3024126 

444 

3.0e-44 

87 

97 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_l 65557 6_emb_CAA95856_ (Z71271) S-adenosyl-L-methionine 
synthetase 1 [Catharanthus roseus] 

223960 

LIB3165-060-Q1-K1-E11 

BLASTX 

g3822036 

221 



31793 



E value / 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-18 

115 

45 

(AF072326) endo-1, 3-1, 4-beta-D-glucanase [Zea mays] 
223961 

LIB3165-060-Q1-K1-E12 

BLASTX 

g4204849 

515 

1.0e-52 

120 

81 

(U55875) protein kinase [Arabidopsis thaliana] 
223962 

LIB3165-060-Q1-K1-E2 

BLASTX 

g3127838 

220 

3.0e-18 

88 

49 

(AL0234 96) hypothetical protein [Streptomyces coelicolor] 
223963 

LIB3165-060-Q1-K1-E4 

BLASTX 

g3023752 

160 

3.0e-ll 

54 
65 

FERREDOXIN I PRECURSOR >gi_14 1898 2_emb_CAA9 975 6_ (Z75520) 
ferredoxin-I [Lycopersicon esculentum] 

223964 

LIB3165-060-Q1-K1-E5 

BLASTX 

gll70897 

288 

4.0e-26 

67 

87 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 

>gi_1076276_pir S52039 NAD-malate dehydrogenase - cucumber 

>gi_695311 (L31900) glyoxysomal malate dehydrogenase 
[Cucumis sativus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



223965 

LIB3165-060-Q1-K1-F10 

BLASTX 

gl352821 

482 

1.0e-48 

96 

95 



31794 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223966 

LIB3165-060-Q1-K1-F11 

BLASTX 

g3763916 

331 

6.0e-31 

126 

53 

(AC004.450) unknown protein [Arabidopsis thaliana] 

>gi_4 531439_gb_AAD22124.1_AC006224_6 (AC006224) unknown 

protein [Arabidopsis thaliana] 



Seq No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

■E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 



223967 

LIB3165-060-Q1-K1-F12 

BLASTX 

^729668 

242 

1.0e-20 

55 

84 

HISTONE HI >gi_2147479_pir S65059 histone HI, 

drought-inducible - Lycopersicon pennellii >gi_436823 
(U01890) Solanum pennellii histone HI [Solanum pennellii] 

223968 

LIB3165-060-Q1-K1-F3 

BLASTX 

gl352821 

352 

1.0e-33 

67 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223969 

LIB3165-060-Q1-K1-F5 

BLASTX 

g4455223 

403 

2.0e-39 

126 

32 

(AL035440) putative DNA binding protein [Arabidopsis 
thaliana] „. 



Seq. No. 
Seq. ID 



223970 

LIB3165-060-Q1-K1-F6 



31795 



01 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description. 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E J value 

Match le.ngth 

% identity - 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g464775 

447 

1.0e-44 

89 

92 

SUPEROXIDE DISMUTASE PRECURSOR (MN) >gi_542013_pir S394 92 

superoxide dismutase - Para rubber tree >gi_348137 (L11707) 
superoxide dismutase (manganese) [Hevea brasiliensis] 

223971 

LIB3165-060-Q1-K1-F7 

BLASTX 

g3549626 

294 

1.0e-26 

99 

55 

(AJ009696) wall-associated kinase 1 [Arabidopsis t ha liana] 
223972 

LIB3165-060-Q1-K1-G1 

BLASTX 

g289920 

429 

1.0e-42 
82 
•98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

223973 

LIB3165-060-Q1-K1-G10 

BLASTX 

gl352821 

495 

3.0e-50 

95- ' 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
" (RUBT SCO "SMALL SUBUNIT) >gi_27 9581_pir_RKCNSU 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223974 

LIB3165-060-Q1-K1-G12 

BLASTX 

gl781348 

572 

3.0e-59 

119 

92 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 



223975 



317 96 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-060-Q1-K1-G2 

BLASTX 

gll70567 

280 

3.0e-25 

56 

89 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) 

>gi_1085960_pir S52648 INOl protein - Citrus paradisi 

>gi_602565_emb_CAA83565_ (Z32632) INOl [Citrus x paradisi] 

223976 

LIB3165-060-Q1-K1-G4 

BLASTX 

g3687652 

503 

3.0e-51 
106 

92 

(AF047352) rubisco activase precursor [Datisca glomerata] 
223977 

LIB3165-06P-Q1-K1-G5 

BLASTX 

gl871192 

140 

1.0e-08 

64 

44 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

■ E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223978 

LIB3165-060-Q1-K1-G7 

BLASTX 

gl352821 

302 

8.0e-28 

63 

94 

RTBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

223979 

LIB3165-060-Q1-K1-H1 

BLASTX 

g2980770 

260 

5.0e-23 

67 

78 

(AL022198) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 



223980 



31797 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-060-Q1-K1-H11 

BLASTX 

gl31393 

350 

3.0e-33 

106 

72 

OXYGEN-EVOLVING ENHANCER PROTEIN 2 PRECURSOR (OEE2) (23 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_100360_pir S15005 photosystem II oxygen-evolving 

complex protein 2 - common tobacco 

>gi_19911_emb_CAA39039.1_ (X55354) photosystem II 23kDa 
polypeptide [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 1 ' 



223981 

LIB3165-060-Q1-K1-H12 

BLASTX 

g267122 

422 

1.0e-41 

100 

77 

THIOREDOXIN H-TYPE (TRX-H) >gi_478400_pir JQ2242 

thioredoxin h - Arabidopsis thaliana 

>gi_16552_emb_CAA784 62_ (Z14084) Thioredoxin H [Arabidopsis 
thaliana] >gi_1388080 (U35827) thioredoxin h [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223982 

LIB3165-060-Q1-K1-H4 

BLASTX 

gl20659 

396 

1.0e-38 

79 

94 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A, CHLOROPLAST 

>gi_81721_pir B24 7 96 glyceraldehyde-3-phosphate ;V 

dehydrogenase (NADP+) (phosphorylating) (EC 1.2.1.13), 
chlproplast - white mustard (fragment) 

>gi_829288_emb_CAA27845_ (X04302 ) " chloroplast GAPDH (233aa) 
[Sinapis alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223983 

LIB3165-060-Q1-K1-H6 

BLASTX 

gl749546 

222 

3.0e-18 

77 

60 

(D89169) similar to Saccharomyces cerevisiae SCD6 protein, 
SWISS-PROT Accession Number P45978 [Schizosaccharomyces 
pombe] 



Seq. No. 
Seq. ID 



223984 

LIB3165-060-Q1-K1-H7 



31798 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl352821 

320 

8.0e-30 

63 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 





Seq. No. 


223985 




Seq. ID 


LIB3165-060-Q1-K1-H9 




Mpfhod 


BLASTX 




NCBI GI 

IN V_f LJ -1. SJ -L. 


a4406530 

y T 1 \J \J -J -J \J 






259 






5 . Oe-26 




M3t*ph 1 print - h 


92 


„ 

D 


9fc i Hpnt* "i "t"\/ 
o luciiLx i, y 


74 


y3 


NPRT Dp <3 nr* i nt~ i on 


(AF12687CM rubisro activase TViana radiatal 




. Seq. No. 


223986 




" Seq. ID 


LIB3166-001-Q1-K1-A1 




Method 


BLASTX 


5 


NCBI GI 


g4102600 




BLAST score 


543 


3 

*?% 


E value 


9.0e-56 


U3 


Match length 


124 


is 


% identity 


86 


i = 


NCBI Description 


(AF013467) ARF6 [Arabidopsis thaliana] 


B 

L&. 


Seq. No. 


223987 


j "' 


Seq. ID 


LIB3166-001-Q1-K1-A11 


a e 


Method 


BLASTX 


J=b 


NCBI GI 


g2584721 


Q 


BLAST score 


631 




E value 


4.0e-66 




Match length 


139 




% identity 


83 




NCBI Description 


( Y10157 ) sulfite" reductase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223988 

LIB3166-001-Q1-K1-A2 

BLASTX 

g967125 

691 

4.0e-73 

135 

96 

(U08140) calcium dependent protein kinase [Vigna radiata] 



Seq. No. 223989 

Seq. ID LIB3166-001-Q1-K1-A3 

Method BLASTX 

NCBI GI gl263291 

BLAST score 556 



31799 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



2.0e-57 

120 

87 

(U49452) alcohol dehydrogenase 2b [Gossypium hirsutum] 
223990 

LIB3166-001-Q1-K1-A5 

BLASTX 

g3169182 

360 

2.0e-34 

78 

85 

(AC004401) unknown protein [Arabidopsis thaliana] 
223991 



Seq. ID 


LIB3166-001-Q1-K1-A6 




Method 


BLASTX 




NCBI GI 


g.44 55202 




BLAST score 


392 




E value 


5.0e-38 




Match length 


106 




% identity 


73 - 




NCBI Description 


(AL035440) putative APG protein [Arabia 


Sea No 


223992 




Seq. ID 


LIB3166-001-Q1-K1-A8 




Method 


BLASTX 




NCRI GI 


g2191129 




BLAST snore 


301 




E value 


2.0e-27 




Match length 


135 




% identity 


55 




NCBI Description 


(AF007269) similar to 


SPF1 DNA-binding 




thaliana] 




Seq. No. 


223993 




Seq. ID 


LIB3166-001-Q1-K1-A9 




Method 


BLASTX 




NCBI GI 


g3046815 




BLAST score 


54 4 




E value 


7.0e-56 




Match length 


130 




% identity 


82 




NCBI Description 


(AL021687) cytochrome 


P450 [Arabidopsi: 


Seq. No. 


223994 




Seq. ID 


LIB3166-001-Q1-K1-B1 




Method 


BLASTX 




NCBI GI 


g3122116 




BLAST score 


296 




E value 


8.0e-27 




Match length 


132 




% identity 


48 




NCBI Description 


CELL DIVISION PROTEIN 


FTSH HOMOLOG 



>gi_2660540_emb_CAA05102_ (AJ001932) cell cycle protein 
[Helicobacter f elis] 



31800 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223995 

LIB3166-001-Q1-K1-B10 . 

BLASTX 

g3023195 

605 

5.0e-63 

135 

88 

14-3-3-LIKE PROTEIN B (SGF14B) >gi_1575727 (U70534) SGF14B 
[Glycine max] 



01 



M 1 
m 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



mgt h 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223996 

LIB3166-001-Q1-K1-B11 

BLASTX 1 

g2541876 

221 

5.0e-18 

76 

51 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 

223997 

LIB3166-001-Q1-K1-B3 

BLASTX 

g3608485 

649 

3.0e-68 

127 

94 

(AF088915) proteasome beta subunit [Petunia x hybrida] 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223998 

LIB3166-001-Q1-K1-B7 

BLASTX 

g886116 

516 

1.0e-52 

131 

70 

(U27609) TCH4 protein [Arabidopsis thaliana] >gi_2952473 
(AF051338) xyloglucan endotransglycosylase related protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223999 

LIB3166-001-Q1-K1-B9 

BLASTX 

g3955021 

174 

2.0e-12 

35 

89 

(AJ010811) HB2 homeodomain protein [Populus tremula x 
Populus t remuloides ] 



Seq. No. 



224000 



31801 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3166-001-Q1-K1-C1 

BLASTX 

g3790567 

196 

4.0e-15 

116 

36 

(AF078821) 
thaliana] 



RING-H2 finger protein RHAlb [Arabidopsis 



i 
01 
£9 

6 

01 



r~ 3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score * 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224001 

LIB3166-001-Q1-K1-C11 

BLASTX 

gl495804 

631 

4.0e-66 

137 

86 

(X964 06) 13-lipoxygenase 



[Scla-num- tuberosum] 



Seq. No. 
Seq. ID 
Method 



224002 

LIB3166-001-Q1-K1-C12 

BLASTX 

gll70504 

175 

1.0e-12 

68 

49 

EUKARYOTIC INITIATION FACTOR (ISO)4F SUBUNIT P82 

(IEIF- (ISO) 4F P82) >gi_452440 (M95747) initiation factor 

(iso)4f p82 subunit [Triticum aestivum] 

224003 

LIB3166-001-Q1-K1-C2 

BLASTX 

g4455340 

235 

1.0e-19 

65 

68 

(AL035522) putative protein [Arabidopsis thaliana] 
224004 

LIB3166-001-Q1-K1-C3 

BLASTX 

gl408471 

511 

5.0e-52 

113 

81 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 

224005 

LIB3166-001-Q1-K1-C6 
BLASTX 



31802 



NCBI GI 


g3021355 • - - 


BLAST score 


409 


E value 


5.0e-40 


Match length 


89 


% identity 


88 


NCBI Description 


(AJ005081) UDP-galactose 4-epimerase [Cyamopsis 




tetragonoloba ] 


Seq. No. 


224006 


Seq. ID 


LIB3166-001-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g2829918 


BLAST score 


548 


E value 


2.0e-56 


Match length 


129 


% identity 


81 


NCBI Description 


(AC002291) similar to "tub" protein gp_U824 68_2072162 




[Arabidopsis thaliana] 


Seq. No. 


224007 


Seq. ID 


LIB31 66-00 1-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g4314378 


BLAST score 


34 3 


E value 


3. Oe-32 


Match length 


136 


% identity 


51 


NCBI Description 


(AC006232) putative lipase [Arabidopsis thaliana] 


Seq. No. 


224008 


Seq. ID 


LIB3166-001-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g4263712 


BLAST score 


408 


E value 


6. 0e-40 


Match length 


98 


% identity 


7 7 


NCBI Description 


(AC006223) putative ribosomal protein S12 [Arabidopsis 




thaliana] 


Seq. No. 


224009 


Seq. ID 


LIB31 66-00 1-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl706482 


BLAST score 


169 


E value 


6.0e-12 


Match length 


107 


% identity 


40 


NCBI Description 


DNA LIGASE IV ( POLYDEOXYRIBONUCLEOTIDE SYNTHASE (ATP) ) 




>gi 860937 emb CAA58467 (X83441) DNA ligase IV [Homo 




sapiens] >gi_4 504 997_ref_NP_002303 . l_pLIG4_ ligase IV, 




ATP-dependent 


Seq. No. 


224010 


Seq. ID 


LIB3166-001-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g2459429 



31803 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



502 - . 

6.0e-51 

126 

71 

(AC002332) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224011 

LIB3166-001-Q1-K1-D5 

BLASTX 

g2501572 

387 

2.0e-37 

107 

63 

LATE EMBRYOGENE SIS ABUNDANT PROTEIN EMB8 >gi_ 
(L47118) EMB8 gene product [Picea glauca] 



1350545 



224012 

LIBS 166-001 -QI-K1-D6 

BLASTX 

g310587 

160 

5.0e-ll 
'51 
65 

(L20864) ascorbate peroxidase [Spinacia oleracea] 
>gi_1384H'0_dbj_BAA12890_ (D85864) cytosolic ascorbate 
peroxidase [Spinacia oleracea] 



Seq. No. 


224013 


Seq. ID 


LIB3166-001-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4539348 


BLAST score 


142 


E value 


9.0e-09 


Match length 


50. 


% identity 


80=- 


NCBI Description 


(AL035539) putative pollen 


Seq. No. 


224014 


Seq. ID 


LIB3166-001-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g4249410 


BLAST score 


563 


E value 


4.0e-58 


Match length 


128 


%- identity 


82 


NCBI Description 


(AC006072) unknown protein 


Seq. No. 


224015 


Seq. ID 


LIB3166-001-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g2344901 


BLAST score 


252 


E value 


8.0e-22 


Match length 


84 


% identity 


64 



[Arabidopsis thaliana] 



31804 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID - 
Method 
NCBI GI 

BLAST score . 
E value 
Match length 
% identity 
NCBI Description 



(AC002388) serine/threonine protein kinase isolog 
[Arabidopsis thaliana] 



224016 

LIB3166-001-Q1-K1-E12 

BLASTX 

g3775989 

557 

2.0e-57 

137 

75 

(AJ010458) RNA helicase 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



224017 

LIB3166-001-Q1-K1-E3 

BLASTX 

g4206789 

457 

3 . Ge-4 6 

129 

71 

(AF112864) syntaxin-related protein At-SYRl [Arabidopsis 
thaliana] 

224018 

LIB3166-001-Q1-K1-E7 

BLASTX 

g4204313 

481 

2.0e-48 

107 

83 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

224019 

LIB3166-001-Q1-K1-E9 

BLASTX 

gl36636 

4 69 . . _._ „ . 

4.0e-47 

87 

98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 ( UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir S43781 ubiquitin-conjugating enzyme UBC1 

Arabidopsis thaliana >gi_442594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E.C. 6.3.2. 19) >gi_29818 94_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 

224020 

LIB3166-001-Q1-K1-F10 

BLASTX 

g479406 



31805 



BLAST score 


404 


E value 


5i0e-50 


Match length 


119 


% identity 


62 


NCBI Description 


chlorophyll a/b-binding protein - garden pea 




>gi 20671 emb CAA49149 (X69215) chlorophyll a/b-1 




protein [Pisuin sativum] 


Seq. No. 


224021 


Seq. ID 


LIB3166-001-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3281846 


BLAST score 


176 


E value 


1.0e-12 


Match length 


132 


% identity 


33 


NCBI Description 


(AJ006404) late elongated hypocotyl [Arabidopsis ' 


Seq. No. 


22 4022 


Seq. ID 


LIB3166-001-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g3281848 


BLAST score 


188 


E value 


4 . Oe-14 


Match length 


132 


% identity 


4 6 


NCBI Description 


(AL031004) putative protein [Arabidopsis thaliana 


Seq. No. 


224023 


Seq. ID 


LIB3166-001-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2218152 


BLAST score 


693 


E value 


2 . 0e-73 


Match length 


136 


% identity 


90 


NCBI Description 


(AF005279) type Ilia membrane protein cp-wapl3 [V; 




unguiculata] 


Seq. No. 


224024 


Seq. ID 


"LIB3166-001-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g3218467 


BLAST score 


221 


E value 


5.0e-18 


Match length 


138 


% identity 


38 


NCBI Description 


(AJ006529) putative phosphatase [Gallus gallus] 


Seq. No. 


224025 


Seq. ID 


LIB3166-001-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


gl854386 


BLAST score 


487 


E value 


3.0e-49 


Match length 


137 


% identity 


68 



31806 



NCBI Description 



(AB001375) similar to soluble NSF attachment protein [Vitis 
vinif era] 



Seq. No.. 


224026 


Seq. ID 


LIB3166-001-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2780194 


BLAST score 


546 


E value 


4 .Oe-56 


Match length 


123 


% identity 


58 


NCBI Description 


(AJ003197) adenine nucleotide translocator [Lupinus 


Seq. No. 


224027 


Seq. ID 


LIB3166-001-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g4262250 


BLAST score 


370 


E value 




Match length 


108 


% identity 


74 


NCBI Description 


(AC006200) putative aldolase [Arabidopsis thaliana] 


Seq. No. 


224028 


Seq. ID 


LIB3166-001-Q1-K1-G6 


Method 


BLASTX . 


NCBI GI 


g3859116 


BLAST score 


360 


E value 


2.0e-34 


Match length 


120 


% identity 


59 


NCBI Description 


(AF031609) unknown [Oryza sativa] 


Seq. No. 


224029 


Seq. ID 


LIB3166-001-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


gl946369 


BLAST score " 


142 


E- value 


9.0e-09 


Match length 


84 


% identity 


44 


NCBI Description 


(U93215) unknown protein [Arabidopsis thaliana] 


Seq. No. 


224030 


Seq. ID 


LIB3166-001-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


gl346769- 


BLAST score 


501 


E value 


8.0e-51 


Match length 


136 


.% identity 


65 


NCBI Description 


PROLYL ENDOPEPTIDASE ( POST-PROLINE CLEAVING ENZYME) 



>gi_558596_emb_CAA52605_ > -(X74 4 96) prolyl oligopeptidase 

[Homo sapiens] >gi_1585155_prf 2124300A Pro oligopeptidase 

[Homo sapiens] >gi_4 50604 3_ref_NP_0027 17 . l_pPREP_ prolyl 
endopeptidase 
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Seq. No. 


224031 


Seq. ID 


LIB3166-001-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g3402704 


BLAST score 


344 


E value 


2.0e-32 


Match length 


119 


% identity 


66 


NCBI Description 


(AC004261) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


224032 


Seq. ID 


LIB3166-001-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g421836 


BLAST score 


603 


E value 


8.0e-63 


Match length 


139 


% identity 


84 


NCBI Description 


G -box -binding factor GF14 - Arabidopsis thaliana >gi I 




(M96855) GF14 [Arabidopsis thaliana] ~ 


Seq. No. 


224033 


Seq. ID 


LIB3166-001-Q1-K1-H5 


Method 


• BLASTX 


NCBI GI 


g2252631 


BLAST score 


158 


E value 


1.0e-10 


Match length 


63 


% identity 


49 


NCBI Description 


(U95973) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


224034 


Seq. ID 


LIB3166-001-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3319342 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


45 . 


% identity 


64 < ' 


NCBI Description 


(AF077407) similar to mitochondrial carrier proteins. 




mit_carr . hmm, score: 79.74 and 42.50) [Arabidopsis 




thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224035 

LIB3166-001-Q1-K1-H7 

BLASTX 

gl352076 

162 

4 .0e-ll 

134 

33 

BETA-GALACTOS I DASE (LACTASE) >gi_144746 (M35107) 
beta-D-galactosidase (cbgA) [Clostridium acetobutylicum] 



Seq. No. 
Seq. ID 
Method 



224036 

LIB3166-001-Q1-K1-H8 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4262225 
464 

2.0e-46 

139 

58 

(AC006200) putative phosphatidic acid phosphatase 
[Arabidopsis thaliana] 

224037 

LIB3166-001-Q1-K2-A1 

BLASTX 

g4102600 

543 

8.0e-56 

124 

86 

(AF0134 67) ARF6 [Arabidopsis thaliana] 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



LIB3166-001-Q1-K3-A1 

BLASTX 

g4102600 

543 

8.0e-56 

124 

86 

(AF013467) 



ARF6 [Arabidopsis thaliana] 



224039 

LIB3166-001-Q1-K3-A2 

BLASTX 

gl220196 

535 

7.0e-55 

115 

88 

(U4 9061) alcphol dehydrogenase 2a [Gossypium hirsutum] 



224040 

LIB3166-001-Q1-K3-A3 

BLASTX 

g3122116 

266 

2.0e-23 

123 

48 

CELL DIVISION PROTEIN FTSH HOMOLOG 
>gi_2 66054 0_emb_CAA0 5 1 0 2_ (AJ001932) 
[Helicobacter felis] 



cell cycle protein 



224041 

LIB3166-001-Q1-K3-A7 

BLASTX 

g3169182 

360 

2.0e-34 
78 
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% identity 

NCBI Description 



85 

(AC004401) unknown protein [Arabidopsis thaliana] 



Seq. No. 


224042 


Seq. ID 


LIB3166-001-Q1-K3-B1 




BLASTX 


KtpoT rij 

INVw/iJ -L OX 


a3608485 

\^ *J \J \J \J *i U«J 


RT.A^T score 


597 


E value 


4.0e-62 


M^t*r"H 1 Pfirrfh 


117 


% i dpntitv 


•95 


NPRT Descriotion 


(AF088915) proteasome beta subunit [Petunia x hybrida] 


Seq. No. 


224043 


Seq. ID 


LIB3166-001-Q1-K3-B11 




RLA^TX 


LN \_/ D J. \J X 




RT.A^T Qrnrp 

OLtnu i O X C 


223 


u V GL X Li. ^ 


G Ge~29 




121 


% 1 fipnt "i f v 


64 


MpRT H^Qpn r^+" t on 

LN LJ J_ UCo^l JL^LIUU 


\ J_ \J ^) J. \J ZS / (XI 1 Jvl 1UW1 J [Ul y £>a OuLl V a J 


Seq. No. 


224044 


Seq. ID 


LIB3166-001-Q1-K3-B2 




BLASTX 


NPRT GT 

vJ X 


a3790567 


RT.A^T QnoTO 


161 


P. 1 np 

1—1 V CI X 


5 . Oe-11 


M^i" ph 1 pnrfhh 

11 0 L L/l 1 1C11U Lll 


^108 


9b "i Hpnf "I 

o luciiux l y 


33 


NPRT np^rr iot i on 

L^l V* IV J- IV ^ \m# ^ ^ kV ^ ^ W X 1 


(AF078821) RING-H2 finger protein RHAlb [Arabidopsis 




■h hi ,a 1 i ansl 

L>ilGLXXClllGl J 


Sea No 


224045 


Seq. ID 


LIB3166-001-Q1-K3-B3 


Method 


BLASTX, 


NPRT (IT 


al408471 


1_) Uii J 1 O J. C 


455 


T* 1 1 no 

Hi V CI _L LLC 


1 . 0e-4 5 


M^"t"ph 1 pnnfh 


102 




79 


NPRT Hp^rrinHnn 


\uio?JU/ l xii ucp \J x y iitc x x 0 x 1 la^tui x l ai au _l nu'L' oxo 




thaliana] >gi 3851707 (AF102173) actin depolyiuerizing 




f arfor 1 fATahidoDsi^ thalianal 


Sea Noi 


224046 


Seq. ID 


LIB3166-001-Q1-K3-B5 


Method 


BLASTX 


NCBI GI 


gl854386 


BLAST score 


462 


E value 


2.0e-46 


Match length 


127 


% identity 


69 


NCBI Description 


(AB001375) similar to soluble NSF attachment protein [ 




vinif era] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224047 

LIB3166-001-Q1-K3-B7 

BLASTX 

*g886116 

481 

1.0e-48 

124 
69 

(U27609) TCH4 protein [Arabidopsis thaliana] >gi_2952473 
(AF051338) xyloglucan endotransglycosylase related protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. .ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224048 

LIB3166-001-Q1-K3-B9 

BLASTX 

g2829918 

511 

4.0e-52 

121 

80 

(AC002291) similar to "tub" protein gp_U824 68_2072162 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224049 

LIB3166.-001-Q1-K3-C1 

BLASTX 

gl545805 

159 

5.0e-ll 

89 

48 

(D64052) cytochrome P450 like_TBP [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224050 

LIB3166-001-Q1-K3-C11 
-BLASTX 
g4262225 
304 

6.0e-28 

108 

51 

(AC006200) putative phosphatidic acid phosphatase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224051 

LIB3166-001-Q1-K3-C2 

BLASTX 

g2459429 

461 

3.0e-46 

116 

73 

(AC002332) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



224052 

LIB3166-001-Q1-K3-C3 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4249410 
519 

5.0e-53 

119 

81 

(AC006072) unknown protein [Arabidopsis thaliana] 
224053 

LIB3166-001-Q1-K3-C4 

BLASTX 

g3402704 

312 

1.0e-28 

107 

67 

(AC004261) hypothetical protein [Arabidopsis thaliana] 
224054 

LIB3166-001-Q1-K3-C7 

BLASTX 

g2501572 

387 

2.0e-37 

107 

63 

LATE EMBRYOGENESIS ABUNDANT PROTEIN EMB8 >gi_135054 5 
(L47118) EMB8 gene product [Picea glauca] 

224055 

LIB3166-001-Q1-K3-D1 

BLASTX 

g4206789 

517 

7.0e-53 

123 

82 

(AF112864) 
thaliana] 



syntaxin-related protein -At-SYRl [Arabidops 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity ' 



224 056 . . __ _ . . 

LIB3166-001-Q1-K3-D3 

BLASTX 

g3281848 

164 

2.0e-ll 

113 

46" 

(AL031004) putative protein [Arabidopsis thaliana] 
224057 

LIB3166-001-Q1-K3-D7 

BLASTX 

g4204313 

414 ' ' 

9.0e-41 

91 

85 
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NCBI Description 



(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 


224058 


Seq. ID 


LIB3166-001-Q1-K3-D8 


Method 


BLASTX 


NCBI GI 


g2218152 


BLAST score 


531 


E value 


2.0e-54 


Match length 


125 


% identity 


78 


NCBI Description 


(AF005279) type Ilia membrane protein cp-wapl3 [Vigna 




unguiculata] 


Seq. No. 


224059 


Seq. ID 


LIB3166-001-Q1-K3-E2 


Method 


BLASTX 


NCBI GI 


g2780194 




336 


E value 


1.0e-41 


Match length 


107 


% identity 


86 


NCBI Description 


(AJ003197) adenine nucleotide translocator [Lupinus albus; 


Seq." No. 


224 060 


Seq. ID 


LIB3166-001-Q1-K3-E7 


Method 


BLASTX 


NCBI GI 


g4262250 


BLAST score 


312" ' 


E value 


9. Oe-29 


Match length 


96 


% identity 


72 


NCBI Description 


(AC006200) putative aldolase [Arabidopsis thaliana] 


Seq. No. 


224061 


Seq. ID 


LIB3166-001-Q1-K3-F2 


Method 


BLASTX 


NCBI GI 


gl399273 


BLAST score 


619 


E value 


9.0e-65 


Match length 


123 ~ ' 


% identity 


94 


NCBI Description 


(U31834) calmodulin-domain protein kinase CDPK isoform 5 




[Arabidopsis thaliana] >gi 3080419 emb CAA18738 (AL02260' 




calmodulin-domain protein kinase CDPK isoform 5 (CPK5) 




[Arabidopsis thaliana] 


Seq. No. 


224062 


Seq. ID 


LIB3166-001-Q1-K3-F7 


Method 


BLASTX 


NCBI GI 


g98554 


BLAST score 


150 


E value 


9.0e-10 


Match length 


119 


% identity 


34 


NCBI Description 


beta-galactosidase (EC 3.2.1.23) - Clostridium 




acetobutylicum 
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Seq. No. 


224063 


Seq. ID 


LIB3166-001-Q1-K3-F8 


Method 


BLASTX 


NCBI GI 


g4455202 


BLAST score 


327 


E value 


2.0e-30 


Match length 


109 


% identity 


60 


NCBI Description 


(AL035440) putative APG protein [Arabidopsis thaliana] 


Seq. No. 


224064 


Seq. ID 


LIB3166-001-Q1-K3-F9 . 


Method 


BLASTX 


NCBI GI 


g2191129 


BLAST score 


225 


E value 


1.0e-18 


Match length 


115 


o xucm. j_ i__y 


C 1 

\J X 


NCBI Description 


(AF007269) similar to SPF1 DNA-binding protein [Arabidopsis 



thaliana] 



fff 


Seq. No. 


224065 




Seq. ID 


LIB3166-001-Q1-K3-G3 




Method 


BLASTX 


D 


NCBI GI 


g4'455340 




BLAST score 


172 




E value 


2.0e-12 


_ 


Match length 


64 - 




% identity 


58 


Q 


NCBI Description 


(AL035522) putative protein [Arabidopsis thaliana] 




Seq. No. 


224066 




Seq. ID 


LIB3166-001-Q1-K3-G9 




Method 


BLASTX 




NCBI GI 


g3021355 




BLAST score 


409 




<E value 


4.0e-40 




Match length 


89 




% identity 


88 . ^ ^ _ 




NCBI Description 


(AJ005081) UDP-galactose 4-epimerase [Cyamopsis 






tetragonoloba] 




Seq. No. 


224067 




Seq. ID 


LIB3166-001-Q1-K3-H7 




Method 


BLASTX 




NCBI GI 


g4314378 




BLAST score 


293 




E value 


2.0e-26 




Match length 


124 




% identity 


48 




NCBI Description 


(AC006232) putative lipase [Arabidopsis thaliana] 




Seq. No. 


224068 - " 




Seq. ID 


LIB3166-001-Q1-K3-H8 




Method 


BLASTX 




NCBI GI 


g310587 ' 



31814 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143 

6.0e-09 

51 

59 

(L20864) ascorbate peroxidase [Spinacia oleracea] 
>gi_1384110_dbj_BAA12890_ (D85864) cytosolic ascorbate 
peroxidase [Spinacia oleracea] 

224069 

LIB3166-002-Q1-K1-A10 

BLASTX 

g4539301 

247 

3.0e-21 

68 

74 

(AL049480) putative mitochondrial protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity, 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224070 

LIB3166-002-Q1-K1-A2 

BLASTX 

g2827524 

366 

3.0e-35 

77 

82 

(AL021633) predicted protein [Arabidopsis thaliana] 
224071 

LIB3166-002-Q1-K1-A3 

BLASTX 

g3249081 

347 

9.0e-33 

136 

11 

(AC004473) Strong similarity to AR0GP2 gene gb_1762634 from 
Lycopersicon esculentum. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224072 

LIB3166-002-Q1-K1-A4 

BLASTX 

g4510430 

498 

2.0e-50 

107 

85 

(AC006929) 
thaliana] 



unknown protein, 3' partial [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



224073 

LIB3166-002-Q1-K1-A6 

BLASTX 

g2558938 

234 

9.0e-20 
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Match length 
.% identity * - 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 
55 

(AF024 625) arm repeat containing protein [Brassica napus] 
224074 

LIB3166-002-Q1-K1-A7 

BLASTX 

g4105782 

293 

2.0e-26 

67 

87 

(AF049922) PGP169-12 



[Petunia x hybrida] 



224075 

LIB3166-002-Q1-K1-A8 

BLASTX 

g3461846 

1.0e-35 

108 

30 

(AC005315) 
thaliana].- 



putative zinc-finger, .protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ' 

E value 

Match length 

% identity 

NCBI Description 



224076 

LIB3166-002-Q1-K1-A9 

BLASTX 

gl762428 

356 

8.0e-34 

94 

68 

(U59467) aromatic rich glycoprotein JP630 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224077 

LIB3166-002-Q1-K1-B1 

BLASTX 

g3688123 

395 

2.0e-38 

120 

66 

(AJ006293) 
majus] 



granule-bound starch synthase [Antirrhinum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match, length " 

% identity 

NCBI Description 



224078 

LIB3166-002-Q1-K1-B10 

BLASTX 

g418507 

167 

1.0e-ll 

71 

48 

S-ADENOSYLMETHIONINE : 2-DEMETHYLMENAQUINONE 
METHYLTRANSFERASE >gi_54 1097_pir S4 0872 hypothetical 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein fl61 - Escherichia coli >gi_305032 (L19201) 
0RF_fl61 [Escherichia coli] >gi_1336002 (U56082) 
S-adenosylmethionine : 2-demethylmenaquinone 

methyltransf erase [Escherichia coli] >gi_1790364 (AE0004 67) 
menaquinone biosynthesis, unknown [Escherichia coli] 

224079 

LIB3166-002-Q1-K1-B2 

BLASTX 

g3688123 

352 

2.0e-33 

122 

61 

(AJ006293) granule-bound starch synthase [Antirrhinum 
ma jus] 

224080 

LI-S31-66-002-Q1-K1-B3 

BLASTX 

g3559811 

498 

2.0e-50 
137 

72 ' . . 

(AJ010735) grl-protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224081 

LIB3166-002-Q1-K1-B4 

BLASTX 

gl483563 

157 

1.0e-10 

39 

74 

(X99825) leucine aminopeptidase [Petroselinum crispum] 
224082 

LIB3166-002-Q1-K1-B5 

BLASTX 

gl666096 

453 

3.0e-45 

129 

73 

(Y09113) dioxygenase [Marah macrocarpus] 
224083 

LIB3166-002-Q1-K1-B8 

BLASTX 

g2827528 

4 60 

5.0e-46 
117 

74 ^ 

(AL021633) predicted protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224084 

LIB3166-002-Q1-K1-B9 

BLASTX 

gll70031 

634 

2.0e-66 

135 

89 

GLUTAMATE-1-SEMIALDEHYDE 2, 1-AMINOMUTASE PRECURSOR (GSA) 
( GLUTAMATE- 1 -SEMIALDEHYDE AMINOTRANSFERASE) (GSA-AT) 

>gi_541940_pir JQ2263 glutamate 1-semialdehyde 

aminotransferase (EC 2.6.1.-) precursor - soybean 
>gi 310567 (L12453) glutamate 1-semialdehyde 
aminotransferase [Glycine max] >gi_747968 (U20260) 
glutamate 1-semialdehyde aminotransferase [Glycine max] 



Seq. No. 

Seq. ID 

» * _ j_ i_ i 

nemuu 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224085 

LIB3166-002-Q1-K1-C1 

T-t t .7\ r>m\r 
DJjrtO i A. 

gl707018 
456 

1..0e-45 

132'' 

70 " 

(U78721) CutA isolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224086 

LIB3166-002-Q1-K1-C10 

BLASTX 

g3859536 

62 6 

2.0e-65 

125 

90 

(AF095453) asparagine synthetase 



[Arabidopsis thaliana] 



Seq. No. 224087 

Seq. ID LIB3166-002-Q1-K1-C11 

Method BLASTX 

NCBI GI g4 4 69020 

BLAST score 469 

E value 4.0e-47 

Match length 123 

% identity 76 

NCBI Description (AL035602) putative protein (fragment) [Arabidopsis 
thaliana] 

Seq. No. 224088 

Seq. ID LIB3166-002-Q1-K1-C12 

Method BLASTX 

NCBI GI gl255954 

BLAST score 534 

E value 1.0e-54 

Match length 118 

% identity 83 

NCBI Description (Z70677) thioredoxin [Ricinus communis] 



31818 



Seq. No. 


224089 


Seq. ID 


LIB3166-002-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g3603401 


BLAST score 


288 


E value 


7.0e-26 


Match length 


126 


% identity 


49 


NCBI Description 


(AF083333) cinnaxnyl-alcohol dehydrogenase [Medicago sativa] 


Seq. No. 


224090 


Seq. ID 


LIB3166-002-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g2829870 


BLAST score 


275 


E value 


2.0e-24 


Match length 


117 


% identity 


58 


NCBI Description 


(AC0Q2396) Hypothetical protein [Araljidopsis thaiianaj 


Seq. No. 


224091 


Seq. ID 


LIB3166-002-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


gl708934 


BLAST score 


176 


E value 


9.0e-13 


Match length 


60 


% identity 


50 


NCBI Description 


CDK- ACTIVATING KINASE ASSEMBLY FACTOR MAT1 (RING FINGER 




PROTEIN MAT1) (MENAGE A TROIS) (CDK7/CYCLIN H ASSEMBLY 




FACTOR) (P36) (P35) >ai 2137198 oir A57235 CDK-activatina 




kinase p36 - mouse >gi T015999 7U35249) CDK-activating 




kinase assembly factor p36/MATl [Mus musculus] 


Seq. No. 


224092 


Seq. ID 


LIB3166-002-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


gL-709007 


BLAST score 


187 


E value 


5 . 0e-14 


Match length 


107 


% identity 


40 


NCBI Description 


O-SUCCINYLHOMOSERINE SULFHYDRYLASE (OSH SULFHYDRYLASE) 




>gi 607830 (U10904) O-succinylhomoserine sulf hydrylase 




[Pseudomonas aeruginosa] 


Seq. No. 


224093 


Seq. ID 


LIB3166-002-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3242789 


BLAST score 


549 


E value 


2.0e-56 


Match length 


114 


% identity 


87'' 


NCBI Description 


(AF055357) respiratory burst oxidase protein D [Arabidopsis 




thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224094 

LIB3166-002-Q1-K1-D11 

BLASTX 

gl469930 

294 

1.0e-26 

92 

70 

(U48777) fiber-specific acyl carrier protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method - : 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
"Match length 
% identity 
NCBI Description 



224095 

LIB3166-002-Q1-K1-D2 

BLASTX 

g4432859 

326 

2.0e-30 

106 

61 

(AC006300) unknown protein [Arabidopsis thaliana] 
224096 

LIB3166-002-Ql 7 Kl-D4 

BLASTX 

g3024126 

524 

1.0e-53 

102 
97 ' 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_165557 6_emb_CAA95856_ (Z71271) S-adenosyl-L-methionine 
synthetase 1 [Catharanthus roseus] 

224097 

LIB3166-002-Q1-K1-D5 
..BLASTX 
g3877579 
216 

2.0e-17 

108 

49 

(Z82271) Similarity to Mous 

(SW:P33174); cDNA EST EMBL: 
cDNA .EST EMBL:D27322 comes 
EMBL:D27321 comes from this 
comes fr. . . >gi_3879321_emb 
to Mouse kinensin-like prot 
EMBL:D27320 comes from this 
comes from this gene; cDNA 
gene; cDNA EST EMBL:D357 64 



e kinensin-like protein KIF4 
D27320 comes from this gene; 
from this gene; cDNA EST 
gene; cDNA EST EMBL:D357 64 
CAB07273_ (Z92811) Similarity 
ein KIF4 (SW:P33174); cDNA EST 

gene; cDNA EST EMBL:D27322 
EST EMBL:D27321 comes from this 
comes fr 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



224098 

LIB3166-002-Q1-K1-D6 

BLASTX 

g4455159 

181 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



*.1.0e-20- 
72 
62 

(AL021687) putative protein [Arabidopsis thaliana] 
224099 

LIB3166-002-Q1-K1-D7 

BLASTX 

g4416347 

416 

7.0e-41 

87 

92 

(AF109403) MADS C-2 protein; MADS-box protein [Sinapis 
alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224100 

LIB3166-002-Q1-K1-D9 

BLASTX 

g4559358 

208 

2.0e-16 

65 

57 

(AC006585) 
thaliana] 



putative steroid binding protein [Arabidopsis 



Seq. No. 


224101 


Seq. ID 


LIB3166-002-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g516118 


BLAST score 


221 


E value 


5.0e-18 


Match length 


125 


% identity 


43 


NCBI Description 


(L08469) envelope Ca2 


Seq. No. 


224102 


Seq. ID 


LIB3166-002-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g2827143 


BLAST score 


621 


E value 


6.0e-65 


Match length 


137 


% identity 


84 


NCBI Description 


(AF027174) cellulose ; 




[Arabidopsis thaliana 


Seq. No. 


224103 


Seq. ID 


LIB3166-002-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g3046815 


BLAST score 


468 


E value 


6.0e-47 


Match length 


93 


% identity 


90 


NCBI Description 


(AL021687) cytochrome 
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Seq. No. 


224104 




Seq. ID 


LIB3166-002-Q1-K1-E12 




Method 


BLASTX 




NCBI GI 


g3953465 




BLAST score 


116 




E value 


8.0e-12 




Match length 


91 




% identity 


51 




NCBI Description 


(AC002328) F20N2.10 [Arabidopsis thaliana] 




Seq. No. 


224105 




Seq. ID 


LIB3166-002-Q1-K1-E4 




Method 


BLASTX 




NCBI GI 


g3434971 




BLAST score 


240 




E value 


3. Oe-20 




Match length 


62 




% identity 


71 




NCBI Description 


(AB008105) ethylene responsive element binding factor 


^0 
m 




[Arabidopsis thaliana ] 


rn 

•KTS? 


Seq. No. 


224106 




Seq. ID '" 


LIB3166-002-Q1-K1-E5 




Method 


BLASTX 


Li. 


NCBI GI 


g2982303. 




BLAST score" 


205 


ffs 


E value 


4.0e-16 




Match length 


46 




% identity 


87 


D 


NCBI Description 


(AF051236) hypothetical protein [Picea mariana] 


Li 


Seq. No. 


224107 


D 


Seq. ID 


LIB3166-002-Q1-K1-E6 




Method 


BLASTX 




NCBI GI 


g4432857 


ass? 


BLAST score 


1 90 




E value 


2. 0e-14 




Match length 


106 




% identity 


46 




NCBI Description 


(AC006300) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


224108 




Seq. ID 


LIB3166-002-Q1-K1-E8 




Method 


BLASTX 




NCBI GI 


g4049348 




BLAST score 


271 




E value 


2.0e-26 




Match length 


136 




% identity 


46 




NCBI Description 


(AL034567) putative protein [Arabidopsis thaliana] 




Seq. No. 


224109 * 




Seq. ID 


LIB3166-002-Q1-K1-E9 




Method 


BLASTX 




NCBI GI 


g3983665 




BLAST score 


516 
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E value 1. Oe-52 

Match length 129 

% identity 80 

NCBI Description (AB011271) importin-beta2 [Oryza sativa] 

Seq. No. 224110 

Seq. ID LIB3166-002-Q1-K1-F10 

Method BLASTX 

NCBI GI g3834310 

BLAST score 520 

E value 1.0e-53 

Match length 115 

% identity 96 

NCBI Description (AC005679) Similar to Ubiquit in-conjugating enzyme E2-17 KD 



gb_D83004 from Homo sapiens. ESTs gb_T88233, gb_Z24464, 
gb_N37265, gb_H36151, gb_Z34711, gb_AA040983, and gb_T22122 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224111 

LIB3166-002-Q1-K1-F12 

BLASTX 

g3928084 

377 

-3.0e-36 
136 
57 

(AC005770) 
thaliana] 



retrotransposon-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. -No. - - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224112 

LIB3166-002-Q1-K1-F3 

BLASTX 

g2970641 

664 

6.0e-70 
129 

94 * ... 

(AF052194 ) xyloglucan endotransglycosylase precursor 
[Actinidia deliciosa] 

-224113 • ' 

LIB3166-002-Q1-K1-F4 
BLASTX 
g3434973 
219 

8.0e-18 

76 

61 

(AB008106) ethylene responsive element binding factor 4 
[Arabidopsis thaliana] 



Seq. No. 224114 

Seq. ID LIB3166-002-Q1-K1-F5 

Method • BLASTX* 

NCBI GI gl076515 

BLAST score 258 

E value 2 . 0e-22 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



115 
49 

pectinesterase precursor - kidney bean 

>gi_732913_emb_CAA594 82_ (X85216) pectinesterase [Phaseolus 
vulgaris] 

224115 

LIB3166-002-Q1-K1-F8 

BLASTX 

g2642448 

384 

3.0e-37 

118 

29 

(AC002391) hypothetical protein [Arabidopsis thaliana] 
>gi_3169187 (AC004401) hypothetical protein [Arabidopsis 
thaliana] 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3166-002-Q1-K1-G10 

BLASTX 

g710626 

287 

9.0e-26 

86 

65 

(D30719) ERD15 protein [Arabidopsis thaliana] >gi_3241941 
(AC004 625) dehydration-induced protein ERD15 [Arabidopsis 
thaliana] >gi_3894181 (AC005662) ERD15 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



224117 

LIB3166-002-Q1-K1-G11 

BLASTX 

g710626 

187 

3.0e-14 

79 
53 

(D30719) ERD15 protein [Arabidopsis thaliana! >gi_3241941 
(AC004 625) dehydration-induced protein ERD15 [Arabidopsis 
thaliana] >gi_3894181 (AC005662) ERD15 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



224118 

LIB3166-002-Q1-K1-G3 

BLASTX 

g4572679 

388 

1.0e-37 
106 
69 ' 

(AC006954) RS2p22 splicing factor; contains RNA recognition 
motif [Arabidopsis thaliana] 

224119 

LIB3166-002-Q1-K1-G4 
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Method 


BLASTX 


NCBI GI 


g3962377 


BLAST score 


523 


E value 


2.0e-53 


Match length 


121 


% identity 


85 


NCBI Description 


(AJ002551) heat shock protein 70 [Arabidopsis thaliana] 


Seq. No. 


224120 


Seq. ID 


LIB3166-002-Q1-K1-G7 


Method 


BLASTX 


NCBP GI 


g4572679 


BLAST score 


234 


E value 


8.0e-20 


Match length 


67 


% identity 


66 


NCBI Description 


(AC006954) RSZp22 splicing factor; contains RNA recognit 




motif [Arabidopsis thaliana] 


Seq. No. 


224121 


Seq. ID 


LIB3166-002-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


393 


E value 


2.0e-56 


Match length . 


121 


% identity 


10 


NCBI Description 


(X98063) polyubiquitin [Pinus sylvestris] 


Seq. No. 


224122 


Seq. ID 


LIB3166-002-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g266946 


BLAST score 


233 


E value 


9.0e-20 


Match length 


54' 


% identity 


85 


NCBI Description 


60S ACIDIC RIBOSOMAL PROTEIN P0 (LIGHT-INDUCED 34 KD 




PROTEIN) >gi 71143 pir R5UBP0 acidic ribosomal protein : 




- red goosefoot >gi_1814 l_emb_CAA3327 6_ (X15206) 34kD 




light-induced protein [Chenopodium rubrum] 


Seq. No. 


224123 


Seq. ID 


LIB3166-002-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl00351 


BLAST score 


437 


E value * 


2.0e-43 


Match length 


130 


% identity 


65 


NCBI Description 


pathogenesis-related protein 4A - common tobacco 




>gi_19962_emb_CAA41437_ (X5854 6) pathogenesis-related 




protein 4A [Nicotiana tabacum] 


Seq. No. 


224124 


Seq. ID 


LIB3166-002-Q1-K1-H6 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3955021 
423 

1.0e-41 

96 

85 

(AJ010811) HB2 homeodomain protein [Populus tremula x 
Populus tremuloides] 

224125 

LIB3166-002-Q1-K1-H7 

BLASTX 

g2738949 

335 

1.0e-31 

68 

90 

(AF022213) cytosolic ascorbate peroxidase [Fragaria x 
ananassa] 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224126 

LIB3166-002-Q1-K1-H8 

BLASTX 

g70644 

562 

5.0e-58 

124 

18 

ubiquitin precursor - common sunflower (fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224127 

LIB3166-003-P1-K1-A10 

BLASTX 

g3757521 

4 92 

9.0e-50 

143 

64 

(AC005167) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224128 . _. _ _ 

LIB3166-003-P1-K1-A2 

BLASTX 

g4539370 

221 

3.0e-18 

59 

71 

(AL04 9525) UDP-galactose 4-epimerase-like protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



224129 

LIB3166-003-P1-K1-A3 

BLASTX 

g224293 

386 

2.0e-37 
78 



31826 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI. Description 



100 

histone H4 [Triticum aestivum] 
224130 

LIB3166-003-P1-K1-B1 

BLASTX 

g3335060 

150 

1.0e-09 

110 

36 

(AF025842) plasma membrane -type calcium ATPase [Arabidopsis 
thaliana] >gi_4468989_emb_CAB38303_ (AL035605) plasma 
membrane-type calcium ATPase (ACA2) [Arabidopsis thaliana] 

224131 

LIB3166-003-P1-K1-B12 
BLASTX 

g214-6797 
429 

2.0e-42 

138 

40 

protein disulf ide-isomerase (EC 5.3.4.1) - Castor bean 
>gi_1134 968 (U41385) protein disulphide isomerase PDI 

,[Ricinus communis] >gi_1587210__prf 2206331A protein 

disulfide isomerase [Ricinus communis] 

224132 

LIB3166-003-P1-K1-B2 

BLASTX 

g2244999 

220 

7.0e-18 

96 

47 

(Z97341) similarity to phaseolin G-box binding protein PG2 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID ■ 
Method 
NCBI GI 



224133 . 

LIB3166-003-P1-K1-B8 

BLASTX 

gl31399 

442 

5.0e-44 

105 

79 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 

TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277_pir S00411 

photosystem II 10K protein precursor - potato 

>gi_214 89_emb_CAA28450_ (X04753) ST-LS1 protein [Solanum 

tuberosum] 

224134 

LIB3166-003-P1-K1-C1 

BLASTX 

g3176726 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score * 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 



299 

4.0e-27 

82 

76 - 

(AC002392) putative serine proteinase [Arabidopsis 
thaliana] 

224135 

LIB3166-003-P1-K1-C12 

BLASTX 

gl!74162 

638 

7.0e-67 

121 

93 

(U44976) ubiquitin-conjugating enzyme [Arabidopsis 
thaliana] >gi_3746915 (AF091106) E2 

ubiquitin-conjugating-like enzyme [Arabidopsis thaliana] 
224136 

LIB3166-003-P1-K1-C2 

BLASTX 

g4218011 

518 

8.0e-53 ' ' 

130 

75 

(AC006135) putative protein kinase [Arabidopsis thaliana] 
>gi_4309721_gb_AAD15491_ (AC006439) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 

224137 

LIB3166-003-P1-K1-C4 

BLASTX 

g3600031 

226 

1.0e-18 

111 

51 

(AF080119) similar to 2, 4-dihydrqxyhept-2-ene-l, 7-dioic 
acid aldolases [Arabidopsis thaliana] 

224138 

LIB3166-003-P1-K1-C9 

BLASTX 

g2244734 

710 

2.0e-75 

142 

99 

(D88414) actin [Gossypium hirsutum] 
224139 

LIB3166-003-P1-K1-D10 

BLASTX 

g3122049 

206 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-17 

123 

46 

DIHYDROPYRIMIDINASE (DHPASE) (HYDANTOINASE) (DHP) 
>gi_i330236_dbj_BAA11189_ (D78011) dihydropyrimidinase 
[Homo sapiens] >gi_3608122_dbj_BAA33067_ (AB004678) 
dihydropyrimidinase [Homo sapiens] 

>gi_4503375_ref_NP_001376. l_pDPYS_ dihydropyrimidinase 
224140 

LIB3166-003-P1-K1-D11 

BLASTX 

g4455208 

554 

5.0e-57 

138 

78 

(AL035440) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224141 

LIB3166-003-P1-K1-D4 

BLASTX 

g466172 

146 

3.0e-09 

61 

52 

GTP-BINDING PROTEIN YPTM2 >gi_283056_pir B38202 ypt family 

- maize >gi_287835_emb_CAA4 4 919_ (X63278) yptm2 [Zea mays] 

224142 

LIB3166-003-P1-K1-D8 

BLASTX 

g3935168 

223 

2.0e-25 

122 

54 

(AC004557) F17L21.11 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224143 

LIB3166-003-P1-K1-E6 

BLASTX 

g3688191 

201 

1.0e-15 

84 

52 

(AJ010090) MAP3K alpha protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



224144 

LIB3166-003-P1-K1-E7 

BLASTX 

g4115377 

428 

2.0e-42 
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Match length 

% identity 

NCBI Description 



100 

79 " 
(AC005967) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224145 

LIB3166-003-P1-K1-F2 

BLASTX 

gll5833 

308 

6.0e-44 

130 

66 

CHLOROPHYLL A-B BINDING PROTEIN CP24 10A PRECURSOR 

(CAB-10A) (LHCP) >gi_100195_pir S11877 chlorophyll 

a/b-binding protein CablOA - tomato >gi_170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 



Seq. No. 


224146 


Seq. ID 


LI B31 66-003- P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3142290 


BLAST score 


487 


E value 


3.0e-49 


Match length 


126 


% identity 


80 


NCBI -Description 


(AC002411) Contains similarity 




elegans . [Arabidopsis thaliana^ 


Seq. No. 


224147 


Seq. ID 


LIB3166-003-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2244865 


BLAST score 


158 


E value 


1.0e-10 


Match length 


127 


% identity 


33 


NCBI Description 


(Z97337) hypothetical protein 


Seq. No. 


224148 


Seq. ID 


LIB3166-003-P1-K1-G10 


Method " 


BLASTX 


NCBI GI 


g3860263 


BLAST score 


330 


E value 


9.0e-31 


Match length 


126 


% identity 


56 


NCBI Description 


(AC005824) putative cytochrome 




thaliana] 


Seq. No. 


224149 


Seq. ID 


LIB3166-003-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3201541 


BLAST score 


24 5 


E value 


2.0e-21 


Match length 


50 


% identity 


90 



31830 



NCBI Description 



(AJ005077) TCTR2 protein [Lycopersicon esculentum] 



Seq: No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



224150 

LIB3166-003-P1-K1-G5 

BLASTX 

g2894534 

243 

2.0e-34 

100 

79 

(AJ224327) aquaporin [Oryza sativa] 
224151 

LIB3166-003-P1-K1-G6 

BLASTX 

g2245066 

180 

9.0e-14 

55 

60 

(Z97342) Beta-Amylase [Arabidopsis thaliana] 
224152 

LIB3166-003-P1-K1-G7 

BLASTX . 

gl730630 

207 

2.0e-16 

134 

37 

HYPOTHETICAL 82.6 KD PROTEIN B0361.8 IN CHROMOSOME III 
>gi_458956 (U00031) similar to cytoplasmic domain of 
synaptobrevin [Caenorhabditis elegans] 

224153 

LIB3166-003-P1-K1-H10 

BLASTX 

gll42621 

219 

9.0e-18 _ 

139~ " 
44 

(U18349) phaseolin G-box binding protein PG2 [Phaseolus 
vulgaris] 

224154 

LIB3166-003-P1-K1-H12 

BLASTX 

gl657948 

180 

1.0e-13 

37 

86 

(U734 66) MipC [Mesembryanthemum crystallinum] 
224155 

LIB3166-003-P1-K1-H2 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl351135 

280 - 

2.0e-29 

90 

75 

SUCROSE SYNTHASE (SUCROSE-UDP GLUCOSYLTRANSFERASE) 
>gi_436792_emb_CAA50317__ (X70990) sucrose synthase 
[Arabidopsis thaliana] 



Seq. No. 


224156 


Seq. ID 


LIB3166- 


Method 


BLASTX 


NCBI GI 


gl657948 


BLAST score 


137 


E value 


9.0e-09 


Match length 


41 


% identitv 


66 


NP3I Description 


(U73466) 


O G VJ . IN V_/ • 


224 157 


Seq. ID 


LIB31 66-' 

U1JJ J J. uu 


Method 


BLASTX 


NCBI GI 


gll74592 


BLAST score 


734 


E value 


4.0e-78 


Match length 


142 


% identity 


99 


NCBI Description 


TUBULIN/, 




- garden 




sativum] 


Seq. No. 


224158 


Seq. ID 


LIB3166-' 


Method 


BLASTX 


NCBI GI 


g586339 


BLAST score 


158 


E value 


l.Oe-10 


Match length 


58 



-H6 



>C [MeseinbryantherriuirL (jrystallinum] 



% identity 

NCBI Description 



47 ... _ . . 

PEROXISOMAL -COENZYME A SYNTHETASE >gi_626794_pir S46098 

probable AMP-binding protein - yeast ( Saccharomyces 
cerevisiae) >gi_536615_emb_CAA85185_ (Z36091) ORF YBR222c 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



224159 

LIB3166-004-P1-K1-A4 

BLASTX 

g2244916 

160 

7.0e-ll 

131 

31 

(Z97339)- hypothetical protein [Arabidopsis thaliana] 
224160 

LIB3166-004-P1-K1-A6 
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Method 

NCBI GI _ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2190548 

229 

3.0e-21 

81 

65 

(AC001229) 



EST gb_ATTS1121 comes from this gene. 



[Arabidopsis thaliana] 
224161 

LIB3166-004-P1-K1-A7 

BLASTX 

g3551999 

364 

7.0e-35«, . 

102 

58 

(AF085081) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_3552G01 (AFG85082) alcohol dehydrogenase A [Gossypium 
hirsutum] >gi_4140628 (AF090163) alcohol dehydrogenase A 
[Gossypium hirsutum] >gi_4140630 (AF090164) alcohol 
dehydrogenase A [Gossypium hirsutum] 

224162 

LIB3166-004-P1-K1-A9 

BLASTX 

g3914442 

359 

3.0e-34 

99 

73 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 

224163 

LIB3166-004-P1-K1-B1 

BLASTX 

gl351014 

339 

8.0e-32 

72 

89 

40S RIBOSOMAL PROTEIN S8 >gi_968902_dbj_BAA07207_ (D38010) 
ribosomal protein S8 [Oryza sativa] 

224164 

LIB3166-004-P1-K1-B11 

BLASTX 

g3759184 

272 

5.0e-24 

121 

50 

(AB018441) phi-1 [Nicotiana tabacum] 



Seq. No. 



224165 
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Seq. ID 


LIB3166-004-P1-K1-B12 


Method 


BLASTX 


NCBI* GI 


gl279542 


BLAST score 


505 


E value 


2.0e-51 


Match length 


118 


% identity 


89 


NCBI Description 


(Z71276) small GTPase [Mangifera indica] 


Seq. No. 


224166 


Seq. ID 


LIB31 66-004 -P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g4538939 


BLAST score 


300 


E value 


4 .0e-52 


Match length 


125 


% identity 


89 


NCBI Description 


(AL049483) Col-0 casein kinase I-like protein [Arabidops. 




tha 1 i ana ] 


Seq. No. 


224167 


Seq. ID 


LIB3166-004-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g3402683 . 


BLAST score 


146 


E value 


3.0e-09 


Matrh 1 pncrth 

UU UUll (all 


39 


% identitv ^ 


74 " 


NCBI Description 


(AC004 697) patatin-like protein [Arabidopsis thaliana] 


Seq. No. 


224168 


Seq. ID 


LIB3 16 6-004 -P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2130024 


BLAST score 


350 


E value 


4.0e-33 


Match ^length 


103 - 


% identity 


62 


NCBI Description 


DNA-binding protein ABF2 - wild oat 




>gi 1159879 emb CAA88331 (_Z4 8 4 31) DNA-binding protein _ 


_ 


[Avena fatua] 


Seq. No. 


224169 


Seq. ID 


LIB31 66-00 4-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2129604 


BLAST score 


210 


E value 


1.0e-16 


Match length 


58 


% identity 


74 


NCBI Description 


GTP-binding protein 1 - Arabidopsis thaliana 




>gi 2129607 pir S71584 GTP-binding protein ATBG1 - 




Arabidopsis thaliana >gi_1184981 (U46924) ATGB1 




[Arabidopsis thaliana] 


Seq. No. 


224170 


Seq. ID 


LIB3166-004-P1-K1-C11 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3850583 

330 

8.0e-31 

125 

56 

(AC005278) Contains similarity to transcription initiation 
factor HE, alpha subunit gb_X63468 from Homo sapiens. 
[Arabidopsis thaliana] 

224171 

LIB3166-004-P1-K1-C12 

BLASTX 

gl931640 

454 ^- - 

3.0e-45 

124 

66 



thaliana] 



Serine carboxypeptidase isoiog [arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI. GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 



224172 

LIB3166-004-P1-K1-C5 

BLASTX 

g2102696 

228 

8.0e-19 

110 

40 

(U727 61) karyopherin beta 3 [Homo sapiens] 

>gi_4504 909_ref_NP_002262 . l_pKPNB3_ karyopherin (importin) 
beta 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

,BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224173 

LIB31 66-004 -P1-K1-C6 

BLASTX 

g3687243 

249 

3.0e-21 

68 

72 

(AC005169) putative ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224174 

LIB3166-004-P1-K1-D5 

BLASTX 

gll73218 

575 

2.0e-59 

113 

98 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L274 61) ribosomal 
protein S15- [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 



Seq. No. 



224175 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LTB3166-004-P1-K1-D6 

BLASTX 

g232024 

301 

2.0e-27 

85 

69 

PROTEIN E6 >gi_421806_pir A46130 fiber protein - upland 

cotton >gi_21294 98_pir S65061 fiber protein E6 (clone 

CKE6-1A) - upland cotton >gi_167323 (M92051) 5 ! start site 
is putative; putative [Gossypium hirsutum] >gi_1000084 
(U30505) E6 [Gossypium hirsutum] 



Seq. No. 


224176 


Spa ID 


LIB31 66-004 -P1-K1-D7 


Mp+" VinH 


BLASTX 




a3068705 


BLAST score 


201 


E value 


7 . Qs~ 1 6 


Msirh 1 pnnth 


64 


% identity 


69 


NPRT DpscriDtion 


(AF049236) unknown [Arabidopsis thaliana] 


Seq. No. 


224177 


Seq. ID 


LIB3166-004-P1-K1-E1 


Method 


BLASTX 


NCR! GI 


all71579 




273 


E value 


1.0e-24 


Matph lpncrth 


66 


% irfpntitv 


"80 


NCBI Description 


(X95342) cytochrome P450 [Nicotiana tabacum] 


Seq. No. 


224178 


Seq. ID 


LIB3166-004-P1-K1-E10 


Method 


BLASTX 


NCBI GI ' 


g4185740 


BLAST score" 


354 


E value 


1.0e-33 


Match length 


139 . 


% identity 


56 


NCBI Description 


(AF07 9999) putative glutamate receptor [Arabidopsis 




thaliana] 


Seq. No. 


224179 


Seq. ID 


LIB31 66-004 -P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g541881 


BLAST score 


306 


E value 


4 ,0e-28 


Match length 


75 


% identity 


73 



NCBI Description 



MYB homolog transcription ATMYB2 - Arabidopsis thaliana 
>gi_50618 9_dbj_BAA03534_ (D14712) ATMYB2 [Arabidopsis 
thaliana] >gi_2275197 (AC002337) Atmyb2 [Arabidopsis 
thaliana] 
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Seq. No. 


224180 


Seq. ID 


LIB3166-004-P1-K1-F5 


Method 


BLASTX ^ 


NCBI GI 


g4510375 


BLAST score 


460 


E value 


5.0e-46 


Match length 


116 


% identity 


77 


NCBI Description 


(AC007017) putative homeotic protein BEL1 [Arabidopsis 




thaliana] 


Seq. No. 


224181 


Seq. ID 


LIB31 66-004 -P1-K1-F8 


Method. 


BLASTX , 


NCBI GI 


g2443891 


BLAST score 


163 


E value 


3.0e-ll 


Match length 


116 


& i H^nt- i f v 

— -J 


49 


NCBI Description 


(AC002294) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


224182 


Seq. ID 


LIB3166-004-P1-K1-G10 


Method 


JBLASTX ^ 


NCBI GI 


g2347199 


BLAST score 


176 


E value 


9.0e-13 


Match length 


72 


% identity 


64 


NCBI Description 


(AC002338) protein kinase isolog [Arabidopsis thaliana] 


Seq. No. 


224183 


Seq. ID 


LIB3166-004-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g4538911 


BLAST score 


379 


E value 


1.0e-36 


Ma*tch length 


120 


% identity 


63 * 


NCBI Description 


(AL049482) hypothetical protein [Arabidopsis thaliana]. 


Seq. No. 


224184 


Seq. ID 


LIB31 66-004 -P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2970051 


BLAST score 


225 


E value 


1.0e-18 


Match length 


63 


% identity 


63 


NCBI Description 


(AB012110) ARG10 [Vigna radiata] 


Seq. No. 


224185 


Seq. ID 


LIB3166-004-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


gl531758 


BLAST score 


174 


E value 


2.0e-12 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36 
78 

(X98772) AUX1 [Arabidopsis thaliana] >gi_3335360 (AC003028) 
unknown protein [Arabidopsis thaliana] 

224186 

LIB3166-004-P1-K1-G6 

BLASTX 

gll74592 

629 

7.0e-66 

118 

97 

TUBULIN ALPHA- I CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U1258 9) alpha-tubulin [Pisum 
sativum] 

224187 

LIB31 66-004 -P1-K1-G7 

BLASTX 

g3004555 

316 

4.0e-29 

136 

5 

(AC003673) ^similar to salt inducible protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID " 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



224188 

LIB3166-004-P1-K1-H2 

BLASTX 

gl653702 

254 

5.0e-22 

80 

65 

(D90915) dihydrolipoamide ace,tyltransf erase component (E2) 
of pyruvate dehydrogenase complex [Synechocystis sp.] 

22418 9 .. . . _ 

LIB31 66-004 -P1-K1-H5 

BLASTX 

g3582342 

278 

1.0e-24 

139 

44 

(AC0054 96) putative flavonol 3-o-glucosyltransf erase 
[Arabidopsis thaliana] 

224190 

LIB3166-005-P1-K1-A1 

BLASTX 

g3046696 

289 

2.0e-37 
113 
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% identity 

NCBI Description 



73 

(AL022224) CTP synthase like protein [Arabidopsis thaliana] 



Seq. No. 


224191 


Seq. ID 


LIB3166-005-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g4056494 


BLAST score 


438 


E value 


2.0e-43 


Match length 


108 


% identity 


76 


NCBI Description 


(AC005896) putative protein translocase [Arabidopsis 




thaliana] 


Seq. No. 


224192 


Seq. ID 


LIB3166-005-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g2262178 


BLAST score 


277 


E value 


1.0e-24 


Match length 


129 


% identity 


50 


NCBI Description 


(AC002329) putative Mlo-like protein [Arabidopsis thaliana] 


Seq. No. 


224193 


Seq. ID 


LIB3166-005-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2642648 


BLAST score 


715 


E value 


6.0e-76 


Match length 


143 


% identity 


98 


NCBI Description 


(AF033852) cytosolic heat shock 70 protein; HSC70-3 




[Spinacia oleracea] >gi 2660768 (AF034616) cytosolic heat 




shock 70 protein [Spinacia oleracea] >gi_2660770 (AF034617) 




cytosolic heat shock 70 protein [Spinacia oleracea ] 


Seq. No. 


224194 


Seq. ID 


LIB3166-005-P1-K1-A3 


Method 


BLASTX * 


NCBI GI 


g2661021 


BLAST score 


594 


E value 


9.0e-62 


Match length 


117 


% identity 


95 


NCBI Description 


(AF035255) catalase [Glycine max] 


Seq. No. 


224195 


Seq. ID 


LIB3166-005-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl297190 


BLAST score 


413 


E value 


2.0e-40 


Match length 


103 - 


% identity 


77 


NCBI Description 


(U53501) Theoretical protein with similarity to GenBank 




Accession Number L22302 serine/threonine protein kinase 



31839 



[Arabidopsis thaliana] 



Seq. No. 


224196 




Seq.. ID 


LIB3166-005-P1-K1-A8 




Method 


BLASTX 




NCBI GI 


gl345684 




BLAST score 


455 




E value 


2.0e-45 




Match length 


105 




% identity 


85 




NCBI Description 


CATALASE ISOZYME 3 >gi_536787_emb_CAA85426_ 


(Z36977) 




catalase [Nicotiana plumb.aginif olia] 




Seq. No. 


224197 




Seq. ID 


LIB3166-005-P1-K1-A9 




Method 


BLASTX 




NCBI GI 


g2078350 




BLAST score 


255 




hi v a x uc 


U . U C — £. £. 




Match length 


119 




% identity 


51 




NCBI Description 


(U95923) transaldolase [Solanum tuberosum] 




Seq. No. 


224198 




Seq. ID 


LIB3166-005-P1-K1-B1 . 




Method 


BLASTX 




NCBI GI 


g.3776559 




BLAST score 


323 




E value 


6.0e-30 




Match length 


109 




% identity 


54 




NCBI Description 


(AC005388) Strong similarity to gene F14J9. 


26 gi_3482933 



cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224199 

LIB3166-005-P1-K1-B11 
BLASTX 

g729092 _ ____ 

"662 
1.0e-69 
134 
92 

CALCIUM-DEPENDENT PROTEIN KINASE, ISOFORM AK1 (CDPK) 

>gi_477484_pir A49082 calcium-dependent protein kinase 

isoform AK1 - Arabidopsis thaliana >gi_304105 (L14771) 
calcium-dependent protein kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



224200 

LIB3166-005-P1-K1-B12 

BLASTX 

gll68446 

495 

4.0e-50 

123 

76 
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NCBI Description 



AMINOPEPTIDASE N ( AL PHA- AM I NOACYL PEPTIDE HYDROLASE) 

>gi_1073840_pir F64132 aminopeptidase N (pepN) hpmolog - 

Haemophilus influenzae (strain Rd KW20) >gi__15744 60 
(U32835) aminopeptidase N (pepN) [Haemophilus influenzae 
Rd] 



Seq. No. 


224201 


Seq. ID 


LIB3166-005-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl326161 


BLAST score 


142 


E value 


1 . Oe-08 


Match length 


55 


% identity 


60 


NCBI Description 


(U54703) dehydrin [Phaseolus 


Seq. No. 


224202 


Seq. ID 


LIB3166-005-P1-K1-B7 


Met. hod. 


BLASTX 


NCBI GI 


g548770 


BLAST score 


165 


R Mri 1 UP 
i_J V d -L. \JL w 


1 . Oe-ll 


Match length 


63 


% identity 


60 


NCBI Description 


60S RIBOSOMAL PROTEIN L3 >gi 




protein L3 - .rice >gi_303853 




ribosomal protein L3 [Oryza 


Sea. No. 


224203 


Seq. ID 


LIB3 166-00 5- P1-K1-C11 


Method 


BLASTX 


NCBI GI 


al00200 


BLAST score 


160 


E value 


4. 0e-ll 


Match length 


72 


% identity " 


51 


NCBI Description 


chlorophyll a/b-binding prot< 


Seq. No. 


224204 


Seq. ID 


LIB3 166-00 5- P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g4539348 


BLAST score 


359 


E value 


4 . Oe-34 


Match length 


123 


% identity 


54 


NCBI Description 


(AL035539) putative pollen a. 


Seq. No. 


224205 


Seq. ID 


LIB3166-005-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g418854 


BLAST score 


622 


E value- 


5.0e-65 


Match length 


131 


% identity 


17 


NCBI Description 


ubiquitin..precursor - parsle; 



"dbj_BAA02155_ (D12630) 
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(X64344) polyubiquitin [Petroselinuin crispum] 




>gi_288114_emb_CAA45622_ (X64345) polyubiquitin 




[Petroselinum crispum] 


Seq. No. 


224206 


Seq. ID 


LIB3166-005-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g225242 


BLAST score 


154 


E value 


2.0e-10 


Match length 


36 


% identity 


86 


NCBI Description 


ORF 1708 [Nicotiana tabacum] 


Seq. No. 


224207 


Seq. ID 


LIB3166-005-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl946220 


B L AS T score 


1 Q o 

J. \J w 


E value 


3.0e-13 


Match length 


34 


% identity 


94 


NCBI Description 


(Z71979) knl-like protein [Malus domestica] 


Seq. No. 


224208 


Seq. ID 


LIB3166-005-P1-K1-D12 


Method 


BLASTX 


<NCBI GI 


g3901012 


BLAST score 


199 


E value 


1.0e-15 


Match length 


44 


% identity 


75 


NCBI Description 


(AJ130885) xyloglucan endotransglycosylase 1 [Fagus 




sylvatica] 


Seq. No. 


224209 


Seq. ID 


LIB3166-005-P1-K1-D5 


Method" 


' BLASTX 


NCBI GI 


g3249084 


BLAST score 


236 


E value 


2.0e-34 


Match length 


155 


% identity 


29 


NCBI Description 


(AC004473) Similar to red-1 (related to thioredoxin 




gb_X92750 from Mus musculus . ESTs gb_AA712687 and 




gb Z37223 come from this gene [Arabidopsis thaliana; 


Seq. No. 


224210 


Seq. ID 


LIB3166-005-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g4559372 


BLAST score 


357 


E value 


6.0e-34 


Match length 


87 


% identity 


76 



gene 



NCBI Description (AC006585) putative CONSTANS protein [Arabidopsis thaliana] 



31842 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224211 

LIB3166-005-P1-K1-E1 

BLASTX 

gl076708 

619 

1.0e-64 

126 

28 

seed tetraubiquitin - common sunflower 

>gi_303901_dbj_BAA037 64_ (D16248) ubiquitin [Glycine max] 
>gi_456714_clbj_BAA05670_ (D28123) Ubiquitin [Glycine max] 
>gi_556688_emb_CAA84440_ (Z34 988) seed tetraubiquitin" 
[Helianthus annuus] >gi_994785_dbj_BAA05085_ (D26092) 
Ubiquitin [Glycine max] >gi_4263514_gb_AAD15340_ (AC004044) 
putative polyubiquitin [Arabidopsis thaliana] 

>gi_1096513_prf 2111434A tetraubiquitin [Helianthus 

annuus ] 



01 



Con 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3166-005-P1-K1-E12 

BLASTX 

g3928095 

399 

8.0e-54 

138 

76 

(AC005770) putative protein kinase [Arabidopsis thaliana] 



005-P1-K1-E3 



224213 
LIB3166- 
BLASTX 
g951427 
453 

3.0e-45 

134 

61 

(M59857) stearoyl-acyl-carrier protein desaturase [Ricinus 
communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224214 _ _ . . _ _ . _. . ... 

LIB3166-005-P1-K1-E4 

BLASTX 

g951427 

539 

3.0e-55 

135 

75 

(M59857) stearoyl-acyl-carrier protein desaturase [Ricinus 
communis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



224215 

LIB3166-005-P1-K1-E5 

BLASTX 

gl34945 ' 

444 

4.0e-44 
134 



31843 



% identity 

NCBI Description 



64 

ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) (DELTA (9) STEAROYL-ACYL CARRIER 

PROTEIN DESATURASE) >gi_66360_pir OHCSAD 

acyl- [acyl-carrier-protein] desaturase (EC 1.14.99.6) 
precursor - castor bean >gi_21093_emb_CAA39859_ (X56508) 
acyl- [acyl-carrier protein] desatu [Ricinus communis] 

>gi_228313_prf 1802405A stearoyl acyl carrier desaturase 

[Ricinus communis] 



Seq. No.. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



224216 

LIB3166-005-P1-K1-E6 

BLASTX 

gl703129 

578 

7.0e-60 

114 

95 



Araoidopsis 



ACT IN 11 >gi_2129522_prr Sb'SiUS act in li 

thaliana >gi_1002533 (U27981) actin-11 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI £1 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No\ 
Seq. ID 
Method 
NCBI GI 



224217 

LIB3166-005-P1-K1-E9 

BLASTX 

g4455318 

327 

9.0e-31 
88 
• 72 

(AL035528) glycine hydroxymethyltransf erase-like protein 
[Arabidopsis thaliana] 

224218 

LIB3166-005-P1-K1-F1 

BLASTX 

g3559816 

699 

5.0e-74 

1.42 _ ' _._ _ 

93 

(Y15782) transketolase 2 [Capsicum annuum] 
224219 

LIB3166-005-P1-K1-F10 

BLASTX 

g4105794 

298 

5.0e-27 

79 

62 

(AF049928) PGP224 [Petunia x hybrida] 
224220 

LIB3166-005-P1-K1-F11 

BLASTX 

g4468978 



31844 



BLAST score 


356 


E value 


8.0e-34 


Match length 


139 


% identity 


55 


NCBI Description 


(AL035605) peroxidase-like protein [Arabidopsis thaliana 


Seq. No. 


224221 


Seq. ID 


LIB3166-005-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4063749 


BLAST score 


116 


E value 


4.0e-ll 


Match length 


91 


% identity 


46 


NCBI Description 


(AC005851) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


224222- 


Seq. ID 


LIB3166-005-P1-K1-F5 

t>t 7\ r>mv 


I'iC L11UU 

NCBI GI 


O J_Ji-10 1 A 

g4455276 


BLAST score 


502 


E value 


6.0e-51 


Match length 


143 


% identity 


72 


NCBI Description 


(AL035527) peptide" transporter^like protein [Arabidopsis 




thaliana] 


Seq. No. 


224223 


Seq. ID 


LIB3166-005-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl076715 


BLAST score 


196 


E value 


4.0e-15 


Match length 


86 


% identity 


41 


NCBI Description 


abscisic acid-induced protein HVA22. - barley >gi 404589 




(L19119) A22 [Hordeum vulgare] 


Seq. No. 


224224 


Seq. ID 


LIB3166-005-P1-K1-G7 _ _ 


Method 


BLASTX 


NCBI GI 


gl769903 


BLAST score 


347 


E value 


9.0e-33 


Match length 


140 


% identity 


54 


NCBI Description 


(X95J738) proline transporter 2 [Arabidopsis thaliana] 


Seq. No. 


224225 


Seq. ID 


LIB3166-005-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


gl220196 


BLAST score 


311 


E value 


6.0e-56 


Match length 


129 


% identity 


85 


NCBI Description 


(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 



31845 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224226 

LIB3166-005-P1-K1-H10 

BLASTX 

gl694976 

337 

1.0e-31 
74 

84 * 

(Y09482) ■ HMG1 [Arabidopsis thaliana] 

>gi_2832361_emb_CAA74402_ (Y14073) HMG protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224227 

LIB3166-005-P1-K1-H12 

BLASTX 

g3688123 

436 

3 , Qe-43 

119 

71 

(AJ006293) granule-bound starch synthase [Antirrhinum 
ma jus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



224228 

LIB3166-005-P1-K1-H3 

BLASTX 

g3036951 

390 

5.0e-38 

74 

100 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



Seq. No. 

Seq. .ID 

Method ■ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. 'ID 

Method' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description" 



224229 

LIB3166-005-P1-K1-H4 

BLASTX 

g3193327 

223 . . . 

3.0e-18 

84 

56 

(AF069299) No definition line found [Arabidopsis thaliana] 
224230 

LIB3166-005-P1-K1-H5 

BLASTX 

g2494842 

148 

3-0e-10 

79 

48 

GLUCOSYLTRANSFERASE ALG6 >gi_2131171_pir S61985 ALG6 

protein - yeast" (Saccharomyces cerevisiae) >gi_1150997 
(U43491) hypothetical protein UNA544 [Saccharomyces 
cerevisiae] >gi_1420090_emb_CAA99190_ (274910) ORF YOR002w 



31846 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Saccharomyces cerevisiae] 



224231 

LIB3166-005-P1-K1-H6 

BLASTX 

gl70354 

538 . 

3.0e-55 

109 

21 

(M74156) pentameric polyubiquitin [Nicotiana sylvestris] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

% identity 

NCBI Description 



224232 

LIB3166-005-P1-K1-H7 

BLASTX 

g3928529 

152 

9.0e-16 

o o 
u u 

53 

(AB015502) alcohol dehydrogenase [Arabis hirsuta] 



Seq. No. 
Seq. ID 
^Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



224233 

LIB3166-005-P1-K1-H8 

BLASTX 

g2493146 

223 

3.0e-18 

61 

75 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi_755148 
(U13669) vacuolar H+-ATPase proteolipid (16 kDa) subunit 
[Gossypium hirsutum] >gi_45194 15_dbj_BAA7554 2 . 1_ (AB024275) 
vacuolar H+-ATPase c subunit [Citrus unshiu] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST sc ore 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



224234 

LIB3166-005-P1-K1-H9 

BLASTX 

g2244732 

751 

4.0e-80 

141 

99 

(D88413) endo-xyloglucan transferase [Gossypium hirsutum] 
224235 

LIB3166-006-P1-K1-A10 

BLASTX 

g2827709 

280 

6.0e-25 

133 

47 

(AL021684) predicted protein [Arabidopsis thaliana] 
224236 

LIB3166-006-P1-K1-A11 



31847 



Method 

NCBI .GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - - 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTX 

g3319921 

190 

1.0e-14 

60 

63 

(AJ223388) Hev b 3 [Hevea brasiliensis] 
>gi_3319923_emb_CAA11304_ (AJ223389) Hev b 3 [Hevea 
brasiliensis] >gi_3319925_emb_CAA11305_ (AJ223390) Hev b 3 
[Hevea brasiliensis] >gi_3818475 (AF051317) small rubber 
particle protein [Hevea brasiliensis] 

224237 

LIB3166-006-P1-K1-A12 

BLASTX 

g3335366 

190 

1.0e-14 

80 

46 

(AC003028) unknown protein [Arabidopsis thaliana] 



224238 

LIB3166-006-P1-K1-A2 

BLASTX 

g3122785 

410 

2.0e-40 

88 

92 

4 OS RIBOSOMAL PROTEIN S14 >gi 
protein S14 [Lupinus luteus] 



2565340 (AF026079) ribosomal 



224239 

LIB3166-006-P1-K1-A3 

BLASTX 

g4249385 

263 

1.0e-44 
99 

90 " ~ ~ 

(AC005966) T2K10.11 [Arabidopsis thaliana] 

224240 

LIB3166-006-P1-K1-A4 

BLASTX 

gll7988 

521 

3.0e-53 

99 

95 

CYTOCHROME C >gi_65503_pir CCCN cytochrome c - sea-island 

cotton 

224241 

LIB3166-006-P1-K1-A7 
BLASTX 



31848 



* 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4490321 
169 

4.0e-12 

70 

51 

(AJ011604) nitrate transporter [Arabidopsis thaliana] 
224242 

LIB3166-006-P1-K1-A9 

BLASTX 

g2392769 

145 

3.0e-12 

87 

52 

(AC002534) putative histone deacetylase [Arabidopsis 
thaliana] 



y 3 

3 



LJ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224243 

LIB3166-006-P1-K1-B1 

BLASTX 

g4512698 

548 

2.0e-56. 

112 

91 

(AC006569) hypothetical protein [Arabidopsis thaliana] 



224244 

LIB3166-006-P1-K1-B10 

BLASTX 

gl076365 

218 

4.0e-18 

76 

pectinesterase (EC 3.1.1. 
thaliana >gi_2129666_pir_ 



,11) PME1 precursor - Arabidopsis 

JC4778 pectinesterase (EC 

3.1.1.11) 1 - Arabidopsis thaliana >gi_550306_emb_CAA57275_ 
(X81585) ATPME1 [Arabidopsis thaliana] >gi_903895 (U25649) . 
ATPME1 precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



224245 

LIB3166-006-P1-K1-B11 

BLASTX 

g3790100 

422 

8.0e-42 

94 

90 

(AF095520) pyrophosphate-dependent phosphof ructokinase beta 
subunit [Citrus X paradisi] 

224246 

LIB3166-006-P1-K1-B12 

BLASTX 

g2244900 



31849 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



366 

2.0e-41 

132 

61 

(Z97338) similarity to hypothetical protein HYP1 - 
Arabidopsis [Arabidopsis thaliana] 

224247 

LIB3166-006-P1-K1-B2 

BLASTX 

gl25887 

157 

1.0e-10 

89 

37 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 

>gi_82092_pir S04765 LAT52 protein precursor - tomato 

>gi_295812_emb_CAA33854_ (X15855) LAT52 [Lycopersicon 



Seq. No. 

Seq. ID 

Method 

NCBI- GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



224248 

LIB3166-006-P1-K1-B4 

BLASTX 

gl332579 

486 

2.0e-52 

115 

10 

(X98063) * polyubiquitin [Pinus sylvestris] 
224249 

LIB3166-006-P1-K1-B5 

BLASTX 

g4218122 

276 

1.0e-24 

95 

61 

(AL035353) putative protein [Arabidopsis thaliana] 

224250 ™ ^ ~ ~ " " 

LIB3166-006-P1-K1-C1 

BLASTX 

g2213643 

250 

1.0e-28 

91 
71 

(U57338) glossyl homolog [Oryza sativa] 
224251 

LIB3166-006-P1-K1-C11 

BLASTX 

g2065531 

254 

5.0e-22 
81 



31850 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 

(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 
224252 

LIB3166-006-P1-K1-C12 

BLASTX 

gl345787 

678 

1.0e-71 

134 

94 

CHALCONE SYNTHASE 2 (NARINGENIN-CHALCONE SYNTHASE 2) 
>gi_567937_dbj_BAA05641_ (D26594) chalcone synthase 
[Camellia sinensis] 



Seq. No. 


224253 


Seq. ID 


LIB3166-006-P1-K1-C4 






NCBI GI 


g224 4732 


BLAST qrnrp 


4 4 6 


R va 1 ii p 

J_J V d Am \Ji 


2 . Oe-4 4 


Match length 


90 


% identity 


94 


NCBI Description 


(D88413) endo-xyloglucan transferase 


Seq. No. 


224254 


Seq. ID 


LIB3166-006-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2979551 


BLAST score 


174 


E value 


9.0e-13 


Match length 


57 


% identity 


65 


NCBI Description 


(AC003680) putative receptor protein 




thaliana] 


Seq. No. 


224255 


Seq. ID 


LIB3166^006-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl28190 


BLAST score" 


530 


E value 


2.0e-54 


Match length 


122 


% identity 


80 



[Arabidopsis 



NCBI Description 



NITRATE REDUCTASE 2 (NR2) >gi_66205_pir RDNTNS nitrate 

reductase (NADH) (EC 1.6.6.1) nia-2 - common tobacco 
>gi_19891_emb_CAA32217_ (X14059) nitrate reductase 
[Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



224256 

LIB3166-006-P1-K1-D1 

BLASTX 

g4490341 

172 . 

3.0e-12 

124 

39 



31851 



NCBI Description 



(AL035656) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224257 ;■* 

LIB3166-006-P1-K1-D10 

BLASTX 

g3249084 

185 

3.0e-14 

58 
29 

(AC004473) Similar to red-1 (related to thioredoxin) 
gb_X92750 from Mus musculus. ESTs gb_AA712687 and 
gb Z37223 come from this gene [Arabidopsis thaliana] 



gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224258 

LIB3166-006-P1-K1-D11 

BLASTX 

g3738285 

278 

9.0e-25 

69 

75 

(AC005309) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224259 

LIB3166-006-P1-K1-D12 

BLASTX 

gll73256 

629 

7.0e-66 

123 

98 

40S RIBOSOMAL PROTEIN S4 >gi_629496_pir S45026 ribosomal 

protein S4 - upland cotton >gi_488739_emb_CAA55882_ 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 



Seq. No. 


224260 


Seq. ID 


LIB3166-006-P1-K1-D6 


Method 


BLASTX 


-NCBI GI 


g2078350 ' 


BLAST score 


173 


E value 


7.0e-15 


Match length 


54 


% identity 


81 


NCBI Description 


(U95923) transaldolase 


Seq. No. 


224261 


Seq. ID 


LIB3166-006-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


gl749596 


BLAST score 


252 


E value 


2.0e-27 


Match length 


101 


% identity 


61 


NCBI Description 


(D89194) similar to Rat 




Accession Number P16638 



31852 



Seq. No. 


224262 


Seq. ID 


LIB3166-006-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2505870 


BLAST score 


575 


E value 


1.0e-59 


Match length 


128 


% identity 


89 


NCBI Description 


(Y12227) hypothetical protein [Arabidops. 


Seq. No. 


224263 


Seq. ID 


LIB3166-006-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g4468993 


BLAST score 


302 


E value 


2.0e-27 


Match length 


134 


% identity 


51 


NCBI Description 


(AL035605) putative protein [Arabidopsis 


Seq. No. 


224264 


Seq. ID 


LIB3166-006-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g4510363 


BLAST score 


125 


E value 


6. Oe-12 


Match length 


59 


% identity 


67 


NCBI Description 


(AC007017) putative DNA-binding protein 




thaliana ] 


Seq. No. 


224265 


Seq. ID 


LIB3166-006-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


gl351974 . 


BLAST score 


568 


E value 


1.0e-58 


Match length 


110 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 _ _ _ _ _ _ _ 

ADP-RIBOSYLATION FACTOR >gi_1076788_pir S49325 

ADP-ribosylation factor - maize >gi_1076789_pir S53486 

ADP-ribosylation factor - maize >gi_556686_emb_CAA56351_ 
(X80042) ADP-ribosylation factor [Zea mays] 

224266 

LIB3166-006-P1-K1-E3 

BLASTX ' 

gl25606 

463 

2.0e-46 

99 

88 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_1004 63_pir S12248 

pyruvate kinase (EC 2.7.1.40) - potato 

>gi_22576_emb_CAA37727_ (X53688) pyruvate kinase [Solanum 
tuberosum] 



31853- 



Seq. No.- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224267 

LIB3166-006-P1-K1-E4 

BLASTX 

g4102861 

540 

2.0e-55 

111 

86 

(AF016893) copper/zinc-superoxide dismutase [Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224268 

LIB3166-006-P1-K1-E6 

BLASTX 

gl895084 

172 

3.0e-12 

101 

47 

(U89897) golgi associated protein se-wap41 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST "score 

E value 

Match length 

% identity 

NCBI Description 



224269 

LIB3166-006-P1-K1-E7 

BLASTX 

g4263507 

444 

3.0e-44 

133 

61 

(AC004044) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI > 

BLAST score 

E value 

Match length 

% identity 

NCBI 'Description" 



224270 

LIB3166-006-P1-K1-E8 

BLASTX 

g4220534 

242 

2.0e-20 

66 

77 

" (AL035356) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224271 

LIB3166-006-P1-K1-E9 

BLASTX 

g4093157 

204 

5.0e-16 

93 

56 

(AF087936) phytochrome-associated protein 2 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



224272 

LIB3166-006-P1-K1-F1 

BLASTX 

gl769903 



31854 



□ 

t=r - 

fn 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI ' 
BLAST score 
E value 
Match length 
% identity 



482 

1.0e-48 

124 

73 

(X95738) proline transporter 2 [Arabidopsis thaliana] 
224273 

LIB3166-006-P1-K1-F2 

BLASTX 

gl742961 

169 

5.0e-12 

99 

48 

(X94756) cystathionine gamma -synthase [Arabidopsis 
thaliana] 

224274 

LIB3166-0G6-P1-K1-F5 

BLASTX 

gl263291 

511 

5.0e-52 

115 

80 

(U4 94 52) alcohol dehydrogenase 2b [Gossypium hirsutum] 
224275 

LIB3166-006-P1-K1-F6 

BLASTX 

gl531758 

552 

4.0e-63 

133 

92 

(X98772) AUX1 [Arabidopsis thaliana] >gi_3335360 (AC003028) 
unknown protein [Arabidopsis thaliana] 

224276 

LIB3166-006-P1-K1-G1 . . _ _ - 

BLASTX 

g3901012 

501 

6.0e-51 

125 

73 

(AJ130885) xyloglucan endotransglycosylase 1 [Fagus 
sylvatica] 

224277 

LIB3166-006-P1-K1-G2 

BLASTX 

g2462762 

169 . 

2.0e-12 

70 

59 



31855 



NCBI Description (AC002292) Highly similar to auxin- induced protein 

(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 


224278 


Seq. ID 


LIB31 66-00 6-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl518540 


BLAST score 


428 


E value 


. 2 ,-0e-42 


Match length 


95 


% identity 


84 


NCBI Description 


(U53418) UDP-glucose dehydrogenase [Glycine max] 


Seq. No. 


224279 


Seq. ID 


LIB3166-006-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g3668086 


BLAST score 


223 


E value 


3. Oe-18 

*-/ ■ vy .a. w 


Match lenath 


72 


% identity 


74 


NCBI Description 


(AC004 667) unknown protein [Arabidopsis thaliana] 


Seq. No. 


224280 


Seq. ID 


LIB3166-006-P1-K1-G5 


Method ■ 


BLASTX 


NCBI GI 


g2245131 


BLAST score 


304 


E value 


7.0e-28 


Match lpnath 


125 


% identity 


50 


NCBI Description 


(Z97344) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


224281 


Seq. ID 


LIB3166-006-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g4539348 


BLAST score 


167 


E value 


5 . 0e-12 


Match length 


56 


% identity 


"55 


NCBI Description 


(AL035539) putative pollen allergen [Arabidopsis thaliana] 


Seq. No. 


224282 


Seq. ID 


LIB3166-006-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3915023 


BLAST score 


318 


E value 


9.0e-30 


Match length 


86 


% identity 


70 


NCBI Description 


SUCROSE-PHOSPHATE SYNTHASE 1 




(UDP-GLUCOSE-FRUCT0SE-PH0SPHATE GLUCOSYLTRANSFERASE 1) 




>gi_2588888_dbj_BAA23213_ (AB005023) sucrose-phosphate 




synthase [Citrus unshiu] 


Seq. No. 


224283 



31856 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3166-006-P1-K1-H10 

BLASTX 

g2498731 

318 

2.0e-29 

84 

68 

PROBABLE NADP-DEPENDENT OXIDOREDUCTASE PI 

>gi_1362013_pir S57611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_88 6428_emb_CAA8 9838_ (Z4 97 68) 
zeta-crystallin homologue [Arabidopsis thaliana] 



Seq. No. 


224284 


Seq. ID 


LIB3166-006-P1-K1-H3 


Mpt" hod 


BLASTX 


NPRT 

LN LJ X \J JL 


a2443329 


Diino i ouui c 


373 


F. valup 

J__t V ^1 ' 


6 Oe-36 


Mat"ph 1 onrrf K 


113 


St i Honi"i f\/ 




KFPRT Dp <3 i ir>t" i nn 


fDflfil??} M^i2-likp nrotein 

\ \J \J X £• f L X X X -TV ^ k-/ X Vmt 


Seq. No. 


224285 


Seq. ID 


LIB3166-006-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g36.68089 


BLAST score 


302 


E value 


2.0e-27 


Match length 


104 


% identity 


51 


NCBI Description 


(AC004 667) unknown protein 


Seq. No. 


224286 


Seq. ID 


LIB3166-006-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g4263777 


BLAST score 


176 


~E value 


8.0e-13 


Match length 


85 


% identity 


47 


NCBI "Description 


"(AC006068) putative serine 



thaliana] >gi_4 510391_gb_AAD2147 9. 1_ (AC007017) putative 
serine carboxypeptidase II [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224287 

LIB3166-007-P1-K1-A12 

BLASTX 

g2497742 

186 

6.0e-14 

37 

95 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) 
>gi_995907 (U15153) nonspecific lipid transfer protein 
precursor [Gossypium hirsutuiri] 



Seq. No. 



224288 



31857 



'Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3166-007-P1-K1-A2 

BLASTX 

gll6923 

172 

2.0e-12 

102 

44 

COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) 

>gi_111414_pir S13520 beta-COP protein - 

>gi_55819_emb_CAA40505_ (X57228) beta COP 
norvegicus] 



(BETA-COP) 
rat 

[Rattus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224289 

LIB3166-007-P1-K1-A3 

BLASTX 

g4158232 

511 

4.0e-52 

107 
90 

(Y18626) reversibly ■ glycosylated polypeptide [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224290 

LIB3166-007-P1-K1-A4 

BLASTX 

g4455364 

304 

9.0e-28 

107 

54 

(AL035524) senescence-associated protein-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224291 

LIB3166-007-P1-K1-A9 

BLASTX 

g3193287 

275 

2.0e-24 _ _. 

104 
54 

(AF069298) Arabidopsis predicted protein of unknown 
function T10P11.19 (GB: AC002330 ) [Arabidopsis thaliana] 



Seq. No. 

.Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224292 

LIB3166-007-P1-K1-B1 

BLASTX 

g3128216 

282 

3.0e-25 

85 

61 

(AC004077) putative GA4 protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



224293 

LIB3166-007-P1-K1-B11 



31858 



Method 


BLASTX' ..... 


NCBI GI 


g3046703 


BLAST score 


421 


E value 


4 . Oe-65 


Match length 


136 


% identitv 


91 


NCBI Description 


(AL021749) protein kinase ADKl-like protein [Arabidops. 




thaliana ] 


Seq. No. 


224294 


Seq. ID 


LIB3166-007-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g3219353 


BLAST score 


453 


E value 


2.0e-47 


Match length 


135 


% identity 


73 


NCBI Description 


(AF061514) manganese superoxide dismutase [Gossypiuiu 




hi r Q.nf - vim 1 
— ~ ~ >- «-*■*" j 


Seq. No. 


224295 


Seq. ID. 


LIB3166-007-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


' g4105696 


BLAST score 


275 


E value 


7.0e-25 


Match length 


57 


% identity 


93 


NCBI Description 


(AF049870) beta tubulin 1 TArabidonqis thai i anal 


Seq. No. 


224296 


Seq. ID 


LIB3166-007-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g4049399 


BLAST score 


158 


E value 


1 . Oe-10 


Match length 


101 


% identity 


37 


NCBI Description 


(Y09581) FR02 TArabidoDsis thalianal 


Seq ; No . 


224297 " " ^ ~ ~ - 


Seq. ID 


LIB3166-007-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3738291 


BLAST score 


241 


E value 


2. Oe-20 


Match length 


95 


% identity 


46 


NCBI Description 


(AC00530gi unknown DrotPi n FArahi dnn^i i-ha 1 "i anp 1 


Seq. No. 


224298 


Seq. ID 


LIB3166-007-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g2827634 


BLAST score 


163 


E value 


3.0e-ll 


Match length 


91 



31859 



% identity 

NCBI Description 



43 

(ALO'21636) putative protein [Arabidopsis thaliana] 



Seq. No. 


224299 


Seq. ID 


LIB3166-007-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl418331 


BLAST score 


195 


E value 


6. 0e-15 


Match length 


102 


% identity 


39 


NCBI Description 


(X95909) receptor like protein kinase [Arabidopsis 




thaliana] 


Seq. No. 


224300 


Seq. ID 


LIB31 66-007 -P1-K1-C8 


Method 


BLASTX 


NCBI GI 


gll5833 


BLAST score 


163 


E value 


2 . Oe-16 


MA*t~ph 1 pnnfh 


94 


% identitv 


57 


NPRT Dp^rriot inn 

IN Vwr LJ ~i- ^ »J \— ' J. -I- W-/ 


CHLOROPHYLL A-B BINDING PROTEIN CP24 10A PRECURSOR 




fCAB-10A) fLHCP) >ai 100195 oir S11877 chloroohvll 




a/b-binding protein CablOA - tomato >gi 170394 (M32 




a-binding protein [Lycopersicon esculentum] 


Seq. No. 


224301 


Seq. ID 


LIB3 16 6-007 -P1-K1-C9 


Mpt hod 


BLASTX 


NCBI GI 


g4210451 


BLAST score 


163 


E value 


5 . Oe-19 


Match length 


71 


% identity 


76 


NCBI Description 


(AB0164 72) ARR2 protein [Arabidopsis thaliana] 


Seq. No. 


224302 


Seq. ID 


LIB3166-007-P1-K1-D1 


Method 


BLASTX . _ .... 


NCBI" GI " 


gl20669 


BLAST score 


564 


E value 


3. Oe-58 


Match lenath 


113 


% identitv 


94 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 




>cri 66014 oir DEJMG alvceraldehvde-3-DhosDhate 




dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 




>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 




-J * " c VJ-C 1 1 V J- v y d 1G1 O C [LJOUllWJLXCt -L. J. -L. J. _1» J_ J_ \J X, CI J 


Seq. No. 


224303 


Seq. ID 


LIB3166-007-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g541818 


BLAST score 


490 


E value 


1.0e-49 




31860 



Match length 


135 


% identity 


71 


NCBI Description 


protein kinase - common ice plant (fragment) 




>gi_457 693_emb_CAA82994_ (Z30333) protein kinase 




[Mesembryanthemum crystallinum]-: 


Seq. No. 


224304 


Seq. ID 


LIB3166-007-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g3522945 


BLAST score 


183 


E value 


1.0e-13 


Maf ph 1 o r^i it "t~ H 
lmci i_ ii iciiyun 


^ *j 


% identity 


35 


NCBI Description 


(AC004 411) putative cytochrome P4 50 [Arabidopsis thaliana 


Seq. No. 


224305 


Seq. ID 


LIB3166-007-P1-K1-D3 


Method 




NCBI GI 


g2407790 


BLAST score 


414 


E value 


1. Oe-40 


Match length 


115 


% identity 


18 


NCBI Description 


(AF019910) grrl [Glycine max] 


Seq. No. 


224306 


Seq. ID 


LIB3 16 6-007 -Pl'-^K1-D4 


Method 


BLASTX 


NCBI GI 


g3688123 


BLAST score 


434 


E value 


5.0e-43 


Match length 


134 


% identity 


66 


NCBI Description 


(AJ006293) granule-bound starch synthase [Antirrhinum 




ma jus] 


Seq. No. 


224307 


Seq-. ID 


LIB3166-007-P1-K1-D6 


Method J; ' " 


BLASTX \ _ . 


"NCBI "GI 


g4107323 


BLAST score 


592 


E value 


2.0e-61 


Match length 


131 


% identity 


86 


NCBI Description 


(AL035077) 60s ribosomal protein 110 [Schizosaccharomyces 




pombe] 


Seq. No. 


224308 


Seq. ID 


LIB3166-007-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g464707 


BLAST score 


560 


E value 


9.0e-58 


Match length 


114 


% identity 


96 



NCBI Description 40S RIBOSOMAL PROTEIN SI 8 >gi_4 80908_pir S37496 ribosomal 



31861 



protein S18.A - Arabidopsis thaliana 

>gi_4 05613_emb_CAA80684_ (Z23165) fibosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_4 34 34 5_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647. 1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 224309 

Seq. ID LIB3166-007-P1-K1-E1 

Method BLASTX 

NCBI GI g3 12-8-2 15 

BLAST score 215 

E, value 3.0e-17 

Match length 113 

% identity 49 

NCBI Description (AC004077) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 224310 

Seq. ID LIB31 66-007 -P1-K1-E10 

Method BLASTX 

NCBI GI g3901014 

BLAST score 235 

E value 1.0e-19 

Match length 55 

% identity 76 

NCBI Description (AJ130886) metallothionein-like protein class II [Fagus 
sylvatica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224311 

LIB3166-007-P1-K1-E3 
BLASTX 

g2738949 _ _ ._ .. _ 

'488 " 

2.0e-49 

99 

93 

(AF022213) cytosolic ascorbate peroxidase [Fragaria x 
ahanassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224312 

LIB3166-007-P1-K1-E6 

BLASTX 

g3894183 

264 

5.0e-23 

109 

31 

(AC005662) calmodulin-like protein [Arabidopsis thaliana] 



31862 



Seq. No. 


224313 


Seq. ID 


LIB3166-007-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2558660 


BLAST score 


194 


E value 


8 . Oe-15 


Match length 


73 


% identity 


52 


NCBI Description 


(AC002354) No definit 


Seq. No. 


224314 


Seq. ID 


LIB3166-007-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g462195 


BLAST score 


462 


E value 


3.0e-46 


Match length 


96 


% identity 


93 


NCBI Description 


PROTEIN TRANSLATION F, 



OR SUII HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
"Match length 
% identity" 
NCBI Description 



224315 

LIB3166-007-P1-K1-F12 

BLASTX 

g4098246 

653 

1.0e-68 

138 

91 

(U76410) homeobox 2 protein [Lycopersicon esculentum] 
224316 

LIB3166-007-P1-K1-F2 

BLASTX 

g4163997 

385 

3.0e-47 _ ..... . . _ _ 

140 
72 

(AF087483) alpha-xylosidase precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



224317 

LIB3166-007-P1-K1-F5 

BLASTX 

g3250676 

325 

1.0e-35 

109 

76 

(AL024486) putative protein [Arabidopsis thaliana] 
224318 

LIB3166-007-P1-K1-F6 



31863 



Method 


BLASTX 


NCBI GI 


g2760349 




375 ar.. 


IT* TT ^ 1 11 A 


4 t Uc JO 


LYicicun iciiyLii 




^ 1UC11L1 uy 




IN L^ D 1 UcoUI lpLXUll 


fnft4Q£Q^ n o. i m iiHn r Arahi Hon ci a f ha 1 i anal 
IUOt7UJ| UJJlv^UJL lxh [nJ.auxuu^oio LI let X X cxi let J 




224319 




T.TR^I 66-007-P1 -K1 -VI 
biDJiuu / it x rvx r / 


Method 


BLASTX 


NCBI GI 


g3426038 




47fi 


Ei Value 


9 He>-4Q 
^ . Uc 4 y 


IXlci LC-.il IciiyL-Il 


i j j 


9t ■iiHon'Hitrw 




Vf ^ O T PlO C/^T*! T^i" T on 

lNV_,OX UcoLI ipLlUIl 


/ZirT'in^l £ P ^ n n Vnourn nrofoi n r flrahi Hnn^ i o fhal i ana 1 
Jioo | Lin JviiLfWii ^JXwL-CXii [niauiuu^sio uiiaxxanaj 


Qorr Mo 

! -1 - • 


"i w 


o C L£ • 11/ 


LIB3 166-007- PI -K1-F9 


Method 


BLASTX 


NCBI GI 


g2443878 


O J-ir^O 1 o L* UJ X c 


J1U 


£j VdlUc 




DddLcn iengu.n 


I 1 Q 

I I ? 


^ iaenu.iL.y 


^7 


XI D T r"\ o /~i >~ "i +~ t /"> t-i 

inl-dj. uesciipcion 


\/\LvU U ^ Z ^ f± J UnKnOWIl piULclll [rtX aJ^lvlULJislo Lildl lalla J 




*± J X 


Q orf TP) 

oeq • iu 


JjlDjlDD uu / n I\X ox 


Mpt" hnH 


RT.A9TX 


NCBI GI 


g2160156 


BLAST score 


477 


E Value 




\\A ~\ \- \\ 1 /~t V> 

L v lal_Ofl leliyi.il 


1 JO 


t> ia.eriL.ii-y 


7 ^ 


MPRT Hp^pti -pit" i on- 


( ACOOOl ^7 ) S1~rona similaritv to S Dombe leucvl— tRNA 




c \/n fhofaco ^ rrH 77^1 Hfl \ rZ\T*aV , ii Hnn c:n c fhal i ana 1 
pyiiuiicuaoc ^ y iJ cji^j±\j\jj • iniauiuu^oia Liiaiiaua j 


O C • LN w • 


224322 


ofciLj . 1JJ 


tjd^i fiifi-"n"fi7-Pi -K"i -ni n 

iiiDjivJD uu / ri rvx oxu 


L1C L 1 




NCBI GI 


g3582342 


BLAST score 


226 


£j v a _L Lie; 


X • U C X o 


L v Ja L L.11 ICIILJLII 


X ^ D 


^ iu.ciiL.iuy 


4 1 

*i X 


NPRT npQpri ni" i on 


fAP0riS4Q6^ nnfafi vp f 1 avnnol "^— n— nl'iipos vl tran "F ptpi sp 

^ riv v/ w j ^ ^/ v / u. L>aL.xve ^.xav v/i iv x ^> v./ u ^ uv<u o y x ^ x cii 10 x c x ci o ^ 




flirahi rlnr>c hha 1 i anal 
^niauiuujjoxd Liiaixaiia j 


Sea. No. 


224323 


Seq. ID 


LIB3166-007-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g2058313 " 


BLAST score 


271 i 


E value 


7.0e-24 


Match length 


65 



31864 



% 'identity 


77 


NCBI Descriotion 


(X97433) cinnamoyl-CoA reductase [Eucalyptus gunnii] 


Seq. No. 


224324 


Seq. ID 


LIB31 66-007 -P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g2*464855 


BLAST score 


382 


E value 


2.0e-38 


Match length 


92 


% identity 


87 


NCBI Description 


(Z99707) mvb— related Drotein TArabidon^is thalianal 


Seq. No. 


224325 


Seq. ID 


LIB31 66-007 -P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3915037 


BLAST score 


621 


Xj value 


6 . 0e— 65 


Match length 


132 


% identity 


91 


NCBI Description 


SUCROSE SYNTHASE 2 (SUCROSE-UDP GLUCOSYLTRANSFERASE 2) 




>gi_2570067_emb_CAA04512_ (AJ001071) second sucrose 




synthase [Pisum sativum] 



Seq. No. 

Seq. ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224326 

LIB3166-007-P1-K1-G6 

BLASTX 

gl703446 

379 

1.0e-36 

116 

68 

L -AS PARAG I NAS E ( L -AS PARAG I NE AMIDOHYDROLASE) 

>gi_107 6292_pir S53127 asparaginase - Arabidopsis thaliana 

>gi_735918_emb_CAA84367_ (Z34884) asparaginase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224327 

LIB3166-007-P1-K1-G7 . . . 

BLASTX 

g3264767 

415 

9.0e-41 

125 

61 

(AF071893) AP2 domain containing protein JPrunus armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224328 

LIB3166-007-P1-K1-H10 

BLASTX 

g3341685 

205 

4.0e-16 

102 

49 

(AC003672) unknown protein [Arabidopsis thaliana] 



31865 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224329 

LIB3166-007-P1-K1-H11 

BLAST X 

g2224927 

320 

4.0e-49 

122 

80 

(AF004213) ethylene-insensitive3-likel [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224330 

LIB3166-007-P1-K1-H12 

BLASTX 

g2495365 

399 

5.0e-39 

112 

73 

HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi_4 4 5127_prf 1908431B 

heat shock protein HSP81-2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224331 

LIB3166-007-P1-K1-H2 

BLASTX 

g4539292 

475 

7.0e-48 

103 

84 

(AL049480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224332 

LIB3166-007-P1-K1-H3 
BLASTX 

g2618721 - " 

150 

3.0e-10 _. 
'41 
76 

(U4 9072) IAA16 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



224333 

LIB3166-008-P1-K1-A11 

BLASTX . 

gl621268 

268 

9.0e-24 

93 

63 

(Z81012) unknown [Ricinus communis] 
224334 ' 

LIB3166-008-P1-K1-A12 
BLASTX 



31866 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g3281861 
375 

4.0e-36 

127 

56 

(AL031004) 



putative protein [Arabidopsis thaliana] 



224335 

LIB3166-008-P1-K1-A3 

BLASTX 

g3236253 

569 

7.0e-59 

129 

81 

(AC004 684) receptor-like protein kinase [Arabidopsis 
thaliana] 

224336 

LIB3166-008-P1-K1-A7 

BLASTX 

g4234941 

227 

3.0e-19 

52 
87 

(AF097 938) cytosolic phosphoglucomutase [Populus tremula x 
Populus tremuloides] 

224337 

LIB3166-008-P1-K1-B1 

BLASTX 

gl750376 

531 

2.0e-54 

119 

83 

(U80808) ubiquitin activating enzyme [Arabidopsis thaliana] 
>gi_3150409 (AC004165) ubiquitin activating enzyme' (UBA1 ) 
[Arabidopsis thaliana] .. . ... . ... _ . - - - 

224338 

LIB3166-008-P1-K1-B12 

BLASTX 

g2979548 

202 

5.0e-16 

97 

39 

(AC003680) putative 7-ethoxycoumarin O-deethylase 
[Arabidopsis thaliana] 

224339 

LIB3166-008-P1-K1-B3 

BLASTX 

g478713 

414 



31867 



E value 
Match length 
% identity 
NCBI Description 



1.0e-40 

84 

96 

API protein - Arabidopsis thaliana >gi_383297_prf 1902329A 

APETALA1 gene [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224340 

LIB3166-008-P1-K1-B4 

BLASTX 

g261869.1 

179 

4.0e-13 

75 

55 

(AC002510) putative chloroplast envelope Ca2+-ATPase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224341 

L I B 3 1 6 6 - 0 0 8 - P 1 - KI - B 7 

BLASTX 

g4510375 

182 

8.0e-14 

72 

58 

(AC007017) putative homeotic p'rotein BEL1 [Arabidopsis 
thaliana] 



Seq. No. 


224342 


Seq. ID 


LIB3166-008-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2959781 


BLAST score 


480 


E value 


2.0e-48 


Match length 


106 


% identity 


86 


NCBI Description 


(AJ223508) Zwille protein [Arabidopsis thaliana] 


Seq. No.- 


224343 


Seq. ID . . 


LIB3166-008-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3927836 


BLAST score 


341 


E value 


4.0e-32 


Match length 


114 


%. identity 


62 


NCBI Description 


(AC005727) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 



224344 

LIB3166-008-P1-K1-C4 

BLASTX 

g4220480 

279 

8.0e-25 

119 

50 

(AC006069) unknown protein [Arabidopsis thaliana] 



31868 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224345 

LIB3166-008-P1-K1-C5 ~ 

BLASTX 

g2833386 

275 

2.0e-24 

81 

74 

RIBULOSE-PHOSPHATE 3-EPIMERASE PRECURSOR 
(PENTOSE-5-PHOSPHATE 3-EPIMERASE) (PPE) (RPE) (R5P3E) 

>gi_212 9493_pir S62724 ribulose-phosphate 3-epimerase 

5.1.3.1) precursor - spinach >gi_1162980 (L42328) 
ribulose-5-phosphate 3-epimerase [Spinacia oleracea] 
>gi_3264788 (AF070941) ribulose-phosphate 3-epimerase 

[Spinacia oleracea] >gi_1587969_prf 2207382A 

D-ribulose-5-phosphate 3-epimerase [Sorghum bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22434 6 

LIB3166-008-P1-K1-C9 

BLASTX 

g3367568 

429 

2.0e-42 

117 

70 

(AL031135) 
thaliana] 



protein kinase - like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224347 

LIB3166-008-P1-K1-D10 

BLASTX 

g3378430 

188 

1.0e-14 

61 

66 

(AF079317) semialdehyde dehydrogenase [Sphingomonas 
aromaticivorans ] 



Seq. No."" 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length-- 

% identity 

NCBI Description 



224348 

LIB3166-008-P1-K1-D11 

BLASTX 

g2463569 

343 

2.0e-32 

73 

86 

(AB007503) squalene synthase [Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



224349 

LIB3166-008-P1-K1-D12 

BLASTX 

g2443881 

163 

3.0e-ll 
77 



31869 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28 

(AC002294) contains beta-transducin motif [Arabidopsis 
thaliana] 

224350 

LIB3166-008-P1-K1-D4 

BLASTX 

g2911043 

234 

1.0e-19 

106 

53 

(AL021961) putative protein [Arabidopsis thaliana] 
224351 

LIB3166-008-P1-K1-D5 

BLASTX 

g3582333 

587 

6.0e-61 

131 

79 

(AC0054 96) hypothetical protein [Arabidopsis thaliana] 
224352 

LIB3166-008-P1-K1-D6 

BLASTX 

g3986750 

226 

8.0e-19 

50 

86 

(AF1074 64) serine/threonine protein phosphatase type 2A 
[Hevea brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224353 

LIB3166-008-P1-K1-E6 

BLASTX 

g4574320 

106 . _ _ . ... . .. . . - 

1.0e-08 

59 

63 

(AF117224) wound-induced protein WI12 [Mesembryanthemum 
crystallinum] 

224354 

LIB3166-008-P1-K1-E9 

BLASTX 

g4510376 

331 

6.0e-31 
122 
-54 

(AC007017) unknown protein' [Arabidopsis thaliana] 



Seq. No. 



224355 



31870 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ----- 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



• LIB3166-008-P1-K1-F1 ' 
BLASTX 
g2129915 
330 

8.0e-31 

115 

57 

ferredoxin precursor - sweet orange 

>gi_1360725_emb_CAA87068_ (Z46944) non-photosynthetic 
ferredoxin [Citrus sinensis] 

224356 

LIB3166-008-P1-K1-F11 

BLASTX 

g2501850 

507 

1.0e-51 

102 

92 

(AF012823) GDP dissociation inhibitor [Nicotiana tabacum] 
224357 

LIB3166-008-P1-K1-F3 

BLASTX ■ 

g3033400 

284 

7.0e-26 

91 

69 

(AC004238) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

224358 

LIB3166-008-P1-K1-F4 

BLASTX 

g2809246 

203 

6.0e-16 
64 

55- - - - - - - - - 

(AC002560) F2401.15 [Arabidopsis thaliana] 

224359 

LIB3166-008-P1-K1-F6 

BLASTX 

g4432842 

204 

5.0e-16 

135 

39 

(AC006283) hypothetical protein [Arabidopsis thaliana] 
224360 

LIB3166-008-P1-K1-F7 

BLASTX 

g417073 

472 



31871 



□ 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI" GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
.% identity 
NCBI Description 



2.0e-47 

118 

75 

GLUTAMATE SYNTHASE (NADH) PRECURSOR (NADH-GOGAT) 

>gi_484529_pir JQ1977 glutamate synthase (NADH) (EC 

1.4.1.14) - alfalfa >giJL66412 (L01660) NADH-glutamate 
synthase [Medicago sativa] 

224361 

LIB3166-008-P1-K1-F8 

BLAST X 

g417073 

140 

4.0e-09 

39 

64 

GLUTAMATE SYNTHASE (NADH) PRECURSOR (NADH-GOGAT) 

>gi_4 84 529_pir JQ1977 glutamate synthase (NADH) (EC 

1.4.1.14) - alfalfa >gi_166412 (L01660) NADH-glutamate 
synthase [Medicago sativa] 

224362 

LIB3166-008-P1-K1-G12 

BLASTX 

gll68734 

258 

7.0e-31 

106 

71 

CINNAMYL-ALCOHOL DEHYDROGENASE (CAD) 
>gi_288753_emb_CAA79622_ (Z19568) cinnamyl alcohol 
dehydrogenase [Populus deltoides] 

224363 

LIB3166-008-P1-K1-G2 
BLASTX 

g3142300 : 
508 " * 

1.0e-51 

121- . . . - - - - - - - - 

81 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64 908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 

224364 

LIB3166-008-P1-K1-G3 

BLASTX 

g4376592 

163 

3.0e-ll 

121 

11 

(AE001616) SI Ribosomal Protein [Chlamydia pneumoniae] 



Seq. No. 



224365 



31872 



Seq. ID LIB3166-008-P1-K1-G4 

Method BLASTX 

NCBI GI g2224733 

BLAST score 171 

E value 4.0e-12 

Match length 91 

% identity 51 

NCBI Description (AB004 933) Aux22e [Vigna radiata] 

Seq. No. 224366 

Seq. ID LIB3166-008-P1-K1-G7 

Method BLASTX 

NCBI GI gl220196 

BLAST score 27 9 

E value 8.0e-31 

Match length 104 

% identity 70 

NCBI Description (U4 9061) alcohol dehydrogenase 2a [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224367 

LIB3166-008-P1-K1-G9 

BLASTX 

g4220538 

416 

5.0e-41 

101 

80 

(AL035356). NADPH-f errihemoprotein reductase ATR1 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length. 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



224368 

LIB3166-008-P1-K1-H1 

BLASTX 

g4580460 

431 

1.0e-42 ' . 
114 

79 

(AC006081) putative 26S Protease Subunit 4 [Arabidopsis 
thaliana] _ _ " . . ..... . . __ 

224369 

LIB3166-008-PL-K1-H2 

BLASTX 

g3549667 

554 

4.0e-57 

121 

87 

(AL031394) Arabidopsis dynamin-like protein ADL2 
[Arabidopsis thaliana] 

224370 

LIB3166-008-P1-K1-H9 

BLASTX 

gl657382 

497 



31873 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



4.0e-52 

117 

86 

(Y09101) cholinephosphate cytidylyltransf erase [Pisum 
sativum] 

224371 

LIB3166-009-P1-K1-A7 

BLASTX 

g2119278 

622 

5.0e-65 

141 

87 



NCBI Description tubulin beta-1 chain - rice 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



224372 

LIB3166-009-P1-K1-B10 

BLASTX 

g462147 

258 

2.0e-22 

71 

69 

GLUC0SE-6-PH0SPHATE ISOMERASE, CYTOSOLIC (GPI) 
(PH0SPHOGLUC0SE ISOMERASE) (PGI) ( PHOSPHOHEXOSE ISOMERASE) 

(PHI) >gi_541866_pir S41808 glucose-6-phosphate isomerase 

(EC 5.3.1.9) - Arabidopsis thaliana 

>gi_4 1592 3_emb^CAA4 8 94 0_ (X691 95 ) glucose-6-phosphat e 
isomerase [Arabidopsis thaliana] 

224373 

LIB3166-009-P1-K1-B3 

BLASTX 

g2252839 

447 

2".0e-44 
142 - 
59 

(AF013293) Similar to_ receptor-like .protein. kinase- precusor 
[Arabidopsis thaliana] 

224374 

LIB3166-009-P1-K1-B4 

BLASTX 

g421941 

326 

3.0e-30 

70 

90 

GTP-binding protein, ras-related - common tobacco 
>gi_296878_emb_CAA50609_ (X71609) ras-related GTP-binding 
protein [Nicotiana tabacum] 

224375 

LIB3166-009-P1-K1-B6 
BLASTX 



31874 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll5833 
529 

4 ,0e-54 

129 

78 

CHLOROPHYLL A-B BINDING PROTEIN CP24 10A PRECURSOR 

(CAB-10A) (LHCP) >gi_100195_pir S11877 chlorophyll 

a/b-binding protein CablOA - tomato >gi_170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 

224376 

LIB3166-009-P1-K1-C1 

BLASTX 

gl702983 

325 

3.0e-30 

110 

56 

AUXIN-REPRESSED 12.5 KB PROTEIN >gi_99855_pir S11850 

hypothetical protein - garden strawberry 

>gi_22573_emb_CAA3667 6_ (X52429) 12.5 kDa protein [Fragaria 
x ananassa] >gi_927034 (L44142) auxin-repressed protein 
[Fragaria ananassa] 



Seq. No. ' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224377 

LIB3166-009-P1-K1-C11 

BLASTX 

g3395427 

169 

6.0e-12 

103 

36 

(AC004 683) unknown protein [Arabidopsis thaliana] 
224378 

LIB3166-009-P1-K1-C3 

BLASTX 

gl943751 

624 

3.0e-65 _ . . _ . - - - 

141 ~" ~ 

89 

(U93845) Arabidopsis thaliana ER-type calcium pump 
protein, complete sequence >gi_2078292 (U96455) ER-type 
Ca2+-pumping ATPase; ECAlp [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224379 

LIB3166-009-P1-K1-C6 

BLASTX 

g2245066 

402 

3.0e-39 

134 

62 

(297342) 



Beta-Amylase [Arabidopsis thaliana] 



Seq. No. 



224380 



31875 





Seq*. ID 


LIB3 166-00 9- P.1-K1-C7 




Method 


BLASTX ' ' ' 




NCBI GI 


g3608137 




BLAST score 


182 




R 1 IIP 
Hi V CI -L LLC 


2.0e-13 




L1GLL. 1^-11 Lli 


79 




% idpntitv 


49 




NCBI DescriDtion 


(AC005314) unknown protein [Arabidopsis thaliana] 




Seq. No. 


224381 




Seq. ID 


LIB3 166-00 9- P1-K1-D2 




Method 


BLASTX 




NCBI GI 


g2632254 




BLAST score 


371 




R. va 1 hp 


1 . 0e-35 




Match 1 pnerth 


102 




% identitv 


70 






(Y12465) serine/threonine kinase FSorahum bicolor 


: ; 


Seq. No. 


224382 


jj 


Seq. ID 


LIB31 66-009- P1-K1-D6 


U 5 


Method 


BLASTX 




NCBI GI 


gl944216 




BLAST score 


275 




R 1 up 

Hi V d A LLC 


■ 7 . Oe-25 


;, ,.,= 




97 


M» 


%. \ Hprii" i t v 

O X. v<4.d 1 L. .X, L> y 


67 . 






fDR4P4fil al rnhol dphvdrocrpnasp fArabidoosis thali< 




Sea. No. 


224383 


: ' "' 


Seq. ID 


LIB3166-009-P1-K1-D8 


: s 


Method 


BLASTX 




NCBI GI 


g541847 




BLAST score 


542 




R. Vfl 1 lip 


1 . 0e-55 


D 




120 




% ■ "i dpnt "i t v 

O -X. V-4. 1 U V 


84 




NPRT nperr "i nt i nn 


alcnhnl dphvdroapnasp (EC 1111^— ArabidoDsis 




Sea No 


,224.384 ... . . . 




Sea ID 


LIB3166-009-P1-K1-E12 

J* x^ ^ -X. w w \y x> ^ x\ 4* xw ^ 




Method 


BLASTX 




NCBI GI 


gl403522 




BLAST score 


336 




R. va Tup 


2 . Oe-31 




M^I-fVi 1 pnrr"t"h 

l la. L.^11 XCUU L. i 1 


107 




% idpnritv 


62 : 




NPRT Dp sc r i nt "i nn 


(XS7187} chitinasp TPhaseolus vulaarisl 




Seq. No. 


224385 




Seq. ID 


LIB3166-009-P1-K1-E2 




Method 


BLASTX 




NCBI GI 


g4490297 




BLAST score 


279 




E value 


8. Oe-25 




Match length 


120 




% identity 


55 



318>6 



NCBI Description 



(AL035678) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224386 

LIB3166-009-P1-K1-E3 

BLASTX 

g3287691 

318 

2.0e-29 

126 

54 

(AC003979) Contains similarity to RING zinc finger protein 
gb_X95455 from Gallus gallus. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224387 

LIB3166-009-P1-K1-E4 

BLASTX 

gl871192 

344 

2.0e-32 

137 

57 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224388 

LIB3166-009-P1-K1-E6 

BLASTX 

g2708750 

382 

7.0e-37 

134 

56 

(AC003952) putative physical impedence protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score, 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224389 

LIB3166-009-P1-K1-E7 

BLASTX 

gll5833 

412 _„ .... . .._ - - .. - - - - - 

2.0e-40 

108 

75 

CHLOROPHYLL A-B BINDING PROTEIN CP24 10A PRECURSOR 

(CAB-10A) (LHCP) >gi_100195_pir S11877 chlorophyll 

a/b-binding protein CablOA - tomato >gi_170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 

224390 

LIB3166-009-P1-K1-F11 

BLASTX 

g4545262 

215 

3:0e-17 

48 

85 

(AF118230) metallothionein-like protein [Gossypium 



31877 



hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E * value 

Match length 

-% identity 

NCBI Description 



Se'q. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224391 

LIB3166-009-P1-K1-F12 

BLASTX 

g4099482 

266 

3.0e-23 

127 

46 

(U87791) eRFS [Homo sapiens] 
224392 

LIB3166-009-P1-K1-F2 

BLASTX 

g541847 

268 

7.0e-24 

63 
76 

alcohol dehydrogenase (EC 1.1.1.1) - Arabidopsis thaliana 
224393 

LIB3166-009-P1-K1-F3 

BLASTX 

gl707944 

635 

1.0e-66 

137 

93 

GLUCOSE- 1- PHOSPHATE ADENYLYLTRANSFERASE SMALL SUBUNIT 
PRECURSOR 2 (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AG PAS E B) (ALPHA-D-GLUCOSE-1-PHOSPHATE 

ADENYL TRANSFERASE) >gi_54 1976_pir S41292 

glucose-l-phosphate adenylyltransf erase (EC 2.7.7.27) - 
fava bean >gi_440595_emb_CAA54260_ (X76941) ADP-glucose 
pyrophosphorylase [Vicia faba] 

224394 

LIB3166-009-P1-K1-F4 ... ....... - 

BLASTX 

g4335750 

164 

7.0e-12 

57 

58 

(AC006284) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
.Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



224395 

LIB3166-009-P1-K1- 

BLASTX 

g3023536 

388 

1.0e-37 

127 

58 



F7 
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NCBI Description 



MADS BOX PROTEIN CMB1 >gi_695317 (L40404) MADS box protein 
[Dianthus caryophyllus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224396 

LIB3166-009-P1-K1-F9 

BLASTX 

gl345698 

715 

6.0e-76 

135 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 

(CAB-151) (LHCP) >gi_99601_pir S20917 chlorophyll 

a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 



Seq. No. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224397 

L I B 3 1 6 6-0-09 - P 1 - Kl - G 1 0 

BLASTX 

g464707 

535 

6.0e-55 

114 > 
90 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A . 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_4 34345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701 / DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_£.17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis _ thaliana] _ _ . ... 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224398 

LIB3166-009-P1-K1-G11 

BLASTX 

g3176726 

409 

4.0e-44 

124 

75 

(AC002392) 
thaliana] 



putative serine proteinase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



224399 

LIB3166-009-P1-K1-G2 

BLASTX 

g2244749 

616 



31879 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-64 

128 

91 

(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 
224400 

LIB3166-009-P1-K1-G3 

BLASTX 

g2109293 

509 

9.0e-52 

121 

85 

(U97568) serine/threonine protein kinase [Arabidopsis 
thaliana] 

224401 

LIB3166-009-P1-K1-G4 

BLASTX 

gl708236 

476 

5.0e-48 

118 

78 

HYDROXYMETHYLGLUTARYL-COA SYNTHASE (HMG-COA SYNTHASE) 
(3 -HYDROXY- 3-METHYLGLUTARYL COENZYME A SYNTHASE) 

>gi_2129617_pir JC4567 hydroxymethylglutaryl-CoA synthas 

(EC 4.1.3.5) - Arabidopsis thaliana ... ■ 

>gi_1143390_emb_CAA58763_ (X83882) 

hydroxymethylglutaryl-CoA synthase [Arabidopsis thaliana] 

>gi_1586548_prf 2204245A hydroxy methylglutaryl CoA 

synthase [Arabidopsis thaliana] 



Seq. No. 224402 

Seq. ID LIB3166-009-P1-K1-G5 

Method BLASTX. 

NCBI GI g3334659 

BLAST score 309 

E value 2.0e-28 

Match length _ 134 . __ _ 1 . . 

" % identity" 52 
NCBI Description (Y10489) putative cytochrome P450 [Glycine max] 

Seq. No. 224403 

Seq. ID LIB3166-009-P1-K1-H2 

Method BLASTX 

NCBI GI g3763933 

BLAST score 277 

E value 1.0e-24 

Match length 127 

% identity 4 4 
, NCBI Description (AC004450) unknown protein [Arabidopsis thaliana] 

Seq. No. 2244*04 

Seq. ID LIB3166-009-P1-K1-H6 

Method BLASTX 

NCBI GI g441457 
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BLAST' score 4 62 

E value 3.0e-4 6 

Match length 92 

% identity 93 

NCBI Description (X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 

Seq. No. 224405 

Seq. ID LIB3166-009-P1-K1-H8 

Method BLASTX 

NCBI GI gl946267 

BLAST score 211 

E value 8.0e-17 

Match length 60 

% identity 65 

NCBI Description (Y11415) myb [Oryza sativa] 

Seq. No. 224406 

Seq. ID Lr33166-010-Fl-KI-Ai 

Method BLASTX 

NCBI GI g2827002 

BLAST score 220 

E value 2.0e-18 

Match length 42 

% identity;' " 100 

NCBI Description (AF005993) HSP70 [Triticuiti aestivum] 

Seq. No. 224407^ 

Seq. ID LIB3166-010-P1-K1-A10 

Method BLASTX 

NCBI GI g4580392 

BLAST score 283 

E value 3.0e-25 

Match length 123 

% identity 4 6 

NCBI Description (AC007171) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 224408 

Seq. ID LIB3166-010-P1-K1-A11 

Method _ BLASTX _. _ . _ „ . . . _ . ._ . ._ . . . - - . . 

NCBI GI ~gl399917 

BLAST score 156 

E value 2.0e-10 

Match length 79 

% identity 41 

NCBI Description (U60144) replication factor C large subunit [Anas 
pl'atyrhynchos ] 

Seq. No. 224409 

Seq. ID LIB3166-010-P1-K1-A3 

Method BLASTX 

NCBI GI gl944216 

BLAST score t .. 329 

E value 3.0e-31 

Match length 72 

% identity 85 

NCBI Description (D84246) alcohol dehydrogenase [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224410 

LIB3166-010-P1-K1-A8 

BLASTX 

gll69586 

213 

1.0e-17 

61 

70 

FRUCTOSE-1, 6-BIS PHOSPHATASE, CYTOSOLIC 

(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 

(CY-F1) >gi_542079_pir S41287 f ructose-bisphosphatase (EC 

3.1.3.11) - potato >gi_440591_emb_CAA54265_ (X76946) 
f ructose-1, 6-bisphosphatase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224411 

LIB3166-010-P1-K1-A9 

BLASTX 

g289920 

373 

4.0e-36 

89 

82 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224412 

LIB3166-010-P1-K1-B10 

BLASTX 

gl9464 

329 

1.0e-30 

85 

62 

(X54 4 64) ribulose bisphosphate carboxylase [Larix 
laricina] 



Seq. No. 

Seq. ID 

Method 

NCBT GI ~ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224 413 

LIB3166-010-P1-K1-B11 

BLASTX _ _ „ _ _ 

g23180"6 
267 

2.0e-36 

102 

83 

CHALCONE SYNTHASE (NAREGENIN-CHALCONE SYNTHASE) 

>gi_322681_pir S29556 naringenin-chalcone synthase (EC 

2.3.1.74) - apple tree (fragment) >gi_19589_emb_CAA4 8773_ 
(X68977) naregenin-chalcone synthase [Malus sp.] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



224414 

LIB3166-010-P1-K1-B2 

BLASTX 

gll73256 

298 

2.0e-27 
68 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq." ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



84 

40S RIBOSOMAL PROTEIN S4 >gi_6294 96_pir S45026 ribosomal 

protein S4 - upland cotton >gi_488739_emb_CAA55882_ 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 

224415 

LIB3166-010-P1-K1-B3 

BLASTX 

g218179 

183 

7.0e-21 

92 

59 

(D10207) H-ATPase [Oryza sativa] >gi_44 4339_prf 1906387A H 

ATPase [Oryza sativa] 

224416 

LIB3166-010-P1-K1-B7 

BLASTX 

g2129655 

192 

1.0e-14 
71 

58 - 
OBP32pep protein - Arabidopsis thaliana (fragment) 
>gi_1022799 (U37698) OBP32pep [Arabidopsis thaliana] 

224417 

LIB3166-010-P1-K1-B8 

BLASTX 

g3955021 

381 

1.0e-36 

103 

73 

(AJ010811) HB2 homeodomain protein [Populus tremula x 
Populus tremuloides] 

224 418 _ . - - — - 

LIB3166-010-P1-K1-C10 

BLASTX 

gl25578 

562 

5.0e-58 

116 

93 

PHOSPHORIBULOKINASE PRECURSOR (PHOSPHOPENTOKINASE) (PRKASE) 
{ PRK) >gi_167266 (M73707) phosphoribulokinase 
[Mesembryanthemum crystallinum] 

224419 

LIB3166-010-P1-K1-C11 

BLASTX 

g4558547 

277 

1.0e-24 
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Match length 

% identity 

NCBI Description 



141 
45 

(AC007138) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


O O A A o n 

zz4 4 zU 


Seq. ID 


LIBolOD-UlU-rl-Kl-Cl^ 


Method 


O T TV O mv 

BLASTX 




g jo oh jUj 


BLAST score 


4z o 


E value 


j . ue-4 z 


Match length 


IjO 


% identity 


DO 


NCBI Description 


(ACUUoo/y) FyKzU.j L Arabidopsis tnaiianaj 


Seq. No. 


224421 


Seq. ID 


T TOOT C C A1 A m XS 1 /"t/1 

LIB J1DD-U1U-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


C yi «i a a r 

g54 3905 


BLAST score 


500 


E value 


1 . Oe-50 


Match length 


107 


% identity , 


o c 
O 0 


NCBI Description 


BRASS INOSTEROID-REGULATED PROTEIN BRU1 >gi J4/4oy (L< 




brassinosteroid-regulated protein [Glycine max] 


Seq. No. 


zz 4 4zz 


Seq. ID r> , 


LIB3166-010-P1-K1-C8 


Method 


T*» T TV O m T 7 

BLASTX 


NCBI GI 


g34829 73 


BLAST score 


42 9 


E value 


2 . 0e-42 


— - l_ 1 — — — 4-1— 

Match length 


iz / 


% identity 


71 


NCBI Description 


(AL031369) putative protein [Arabidopsis thaliana] 


Seq. No. 


AA 4 / AA 

224423 


Seq. ID 


LIB3166-010-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


gzy8077J 


BLAST ... score,.. _ 


z3_4 _ . . • • • - - - ~ • • 


E value 


1 . Oe-19 


Match length 


/ y 


% identity 


4 D 


NCBI Description 


(ALUzziyy) putative protein LAraoiaopsis tnaiianaj 


Seq. No. 


224424 


Seq. ID 


LIB3166-010-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g4220533 


BLAST score 


378 


E value 


2.0e-36 


Match length 


127 


% identity 


34 * 


NCBI Description 


(AL035356) putative mitochondrial uncoupling protein 




[Arabidopsis thaliana] 



Seq. No. 224425 
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o e cj . iu 


LlDJlOu VJXU c± I\J. UH 


Method 


BLASTX 


NCBI GI 


g4454009 


dLi/io i score 


1 R4 
1 j fi 


E value 


h . ue iu 


Match length 


Q R 

y o 


$ laentiLy 




NL-rJi Description 


vrxjU j D j y o j puiaLive protein ^/iraJOiciopo 


oeq. IN O . 


994 L 96 

Z Z H H Z \J 


Seq. iu 


LIdjidd U1U rl M U / 


Method 


BLASTX 


NCBI GI 


gl621268 


DT ACT 1 o /-\ >- q 

dLiAd i score 




E value 


i . ue- z i 


Match length 


Q R 


Q» t ^s. t"v ^ *i 4* i r 

$ laeriLiLy 




Ntoi Description 


tZioiuizj unKnown [Kicmus communis j 


Q /-\ /-r Vf 

oecj . ino . 


z z y 4 z / 


beg. iu 


T Tmi CC_01 H — D1 — IC~\ —HQ 
LIdjIDD U1U rl 1\1 Uy 


Method 


BLASTX 


NCBI GI 


g2982251 


bLiAbi score 


o an ' 
z yu 


E value' 


>l Aft 

4 . ue - z o 


Match length 


n a 
1 b 


% identity. 


/ 1 


NCBI Description 


(Ac UjI^uo j putative kn/\— oinaing proreij 


oeq . wo . 


z z y fi z 0 


oeq. IU 




Method 


DT 7\ OTY 


NCBI GI 


g2129825 


BLAST score 


540 


TT ^ 1 11 /"\ 

ti vaiue 


9 flo — R 7 
z . ue 3 / 


Match length 


i on 


% identity , 


Q "3 
O J 


wudi Description 


aynamin iiKe protein pnragruopiasi-in iz 




>gi izi/yy4 tuzoo*i/; oul naiycme maxj 


oeq. wo. 


00 A AO Q 

z z 4 ^ z y 




LID JlDD U±U IT X I\± CjZ 


Method 


BLASTX 


NCBI GI 


g4580389 


oLiAo l score 


9 7 9 
Z / Z 


E value 


R Pi ^ _ O /I 


Match length 


1 AQ 

iuy 


tB luentiuy 


0 D 


Ntoi Description 


(AC007171) unknown protein [Arabidopsij 




224430 


Seq. ID 


LIB3166-010-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl944216 


BLAST score 


358 


E value 


2.0e-34 


Match length 


80 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

(D84246) alcohol dehydrogenase [Arabidopsis thaliana] 
224431 

LIB3166-010-P1-K1-E4 

BLASTX 

gl871192 

148 

1.0e-09 

64 

47 

(U90439) Cys3His zinc finger protein isolog [Arabidops 
thaliana] 



Seq. No. 

Seq. ID' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224432 

LIB3166-010-P1-K1-E6 

BLASTX 

g4545262 

232 

3.0e-19 

44 

98 

(AF118230) 
hirsutum] 



metallothionein-like protein [Gossypium 



O 6 q . IN O . 


99 A A 






Seq. ID 


LIB3166-010-PL-K1-E7 






Method 


BLASTX 






NCBI GI 


g4415913 






BLAST score 


302 






E value 


2.0e-27 






Match length 


122 






% identity 


61 






NCBI Description 


(AC006282) unknown protein 


[Arabidopsis 


thaliana] 


Seq. No. 


224434 






Seq. ID 


LIB3166-010-P1-K1-F10 






Method 


BLASTX 






NCBI GI 


g3250675 






BLAST score 


253 _ . - - -~ - - 






E value 


3.0e-22 






Match length 


75 






% identity 


67 






NCBI Description 


(AL024486) putative protein 


[Arabidopsis 


thaliana] 


Seq. No. 


224435 






Seq. ID 


LIB3166-010-P1-K1-F12 






Method 


BLASTX 






NCBI GI 


g3297818 






BLAST score 


373 






E value 


8.0e-36 






Match length 


104 






% . identity 


63 






NCBI Description 


(AL031032) putative protein 


[Arabidopsis 


thaliana] 


Seq. No. 


224436 






Seq. ID 


LIB3166-010-P1-K1-F3 
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Method--. 


BLASTX 


NCBI GI 


g4049410 


BLAST score 


A T ft 

419 


E value 


3 . Oe-4 1 


Match length 


118 


% identity 


bo 


NCBI Description 


(Y10225) L-ascorbate oxidase [Cucumis melo] 


Seq. No. 


O O A A *3 1 
224 4 3 / 


Seq. ID 


LIB31od-010-P1-K1-Fd 


Method 


BLASTX 


NCBI GI 


g3885338 


BLAST score 


*5 O A 

324 


E value 


3 . Oe-30 


Match length 


102 


% identity 


61 


NCBI Description 


(AC005623) unknown protein [Arabidopsis thaliana] 


Seq. No. 


22 4 4 3c 


Seq. ID 


t toot r\"\ r\ n 1 ts i n 

LIB31 DD-UlU-Pl-Kl-c / 


Method 


BLASTX 


NCBI GI 


gll6923 


BLAST score 


OCT 

251 


E value 


1.0e-21 


Match length - 


82 


%- identity 


61 


NCBI Description 


COATOMER BETA SUBUNIT (BETA-COAT PROTEIN). (BETA-COP) 




>gi 111414 pir S13520 beta-COP protein - rat 




>gx 55819 emb CAA4 0505 (X57228 ) beta COP [Rattus 




norvegicus] 


Seq. No. 


22 4 4 3y 


Seq. ID 


LIB3166-010-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


gl495804 


BLAST score 


657 


E value 


4.0e-69 


Match length 


142 


% identity 


85 


NCBI Description 


(X96406 ) 13 -lipoxygenase" [Solanum tuberosum] 


Seq. No. 


224440 


beq. iu 


T Tn"51 ££_fi1 O — Dl _ k"1 —PI 
LIdjIDD U1U rlM ul 


Method 


BLASTX 


NCBI GI 


gl707955 


BLAST score 


628 


E value 


9.0e-66 


Match length 


125 


% identity 


92 



NCBI Description GLUTAMINE SYNTHETASE CYTOSOLIC ISOZYME 1 

(GLUTAMATE- -AMMONIA LIGASE) >gi_1134896_emb_CAA63981 
(X94320) glutamine synthetase [Vitis vinifera] 



Seq. No. 224441 

Seq. ID LIB3166-010-P1-K1-G10 

Method BLASTX 

NCBI GI g2935416 
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BLAST score 


554 


E value 


5 . Oe-57 


Match length 


139 


% identity 


78 


NCBI Description 


(AF047896) isoflavone 


Seq. No. 




Seq. ID 


LIB3166-010-P1-K1-G1Z 


Method 


BLASTX 


NCBI GI 


g2408068 


BLAST score 


^41 


E value 


2 . Oe-20 


Match length • 


107 


% identity 


42 


NCBI Description 


(Z99165) hypothetical 


Seq. No. 


z2444 J 


Seq. ID 


LIB3166-010-P1-K1-G2 


Method 


rjT 7YC TV 


NCBI GI 


g2370312 


BLAST score 


399 


E value 


7.0e-39 


Match length 


139 


% identity 


58 


NCBI Description 


(AJ000995) DnaJ-like ] 



(AF069'507) DnaJ-like protein MsJl [Medicago sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
"E value 
Match length 
% identity 
NCBI Description 



224444 

LIB3166-010-P1-K1-G7 

BLASTX 

g2352492 

190 

1.0e-14 

68 

59 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_2352494 (AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ~ ID ~ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224445 . _ — - - • - " 

LIB3166-010-P1-K1-H4 

BLASTX 

g4417267 

261 

1.0e-22 

132 

39 

(AC007019) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



224446 

LIB3166-010-P1-K1-H7 

BLASTX 

gll6923 

273 

4.0e-24 

110 

43 
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NCBI Description 



COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-COP) 

>gi_111414_pir S13520 beta-COP protein - rat 

>gi_55819_emb_CAA40505_ (X57228) beta COP [Rattus 
norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - — 

Match length 

% identity 

NCBI Description 



224447 

LIB3166-010-P1-K1-H9 

BLASTX 

g3935176 

173 

2.0e-12 

71 

54 

(AC004557) F17L21.19 [Arabidopsis thaliana] 
224448 

LIB3166-011-P1-K1-A1 

BLASTX 

g4469023 

323 

6.0e-30 

98 

68 

(AL035602) putative protein [Arabidopsis thaliana] 
224449 

LIB3166-011-P1-K1-A12 

BLASTX 

g3212869 

495 

3.0e-50 

120 

74 

(AC004005) unknown protein [Arabidopsis thaliana] 
224450 

LIB3166-011-P1-K1-A4 

BLASTX 

g2632252 

271 . ... _ _ . - - - 

7.0e-24 " 

134 

46 

(Y12464) serine/threonine kinase [Sorghum bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI ' Description 



224451 

LIB3166-011-P1-K1-A5 

BLASTX 

g 4544443 

169 

5.0e-12 

36 

92 

(AC006592) putative mitochondrial uncoupling protein 
[Arabidopsis thaliana] 



Seq. No. 



224452 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



LIB3166-011-P1-K1-A8 

BLASTX 

g3702332 

176 

9.0e-13 

124 

27 

(AC005397) 



unknown protein [Arabidopsis thaliana] 



224453 

LIB3166-011-P1-K1-B1 

BLASTX 

g2129769 

497 

2.0e-50 

112 

81 

xyloglucan endo-transglycosylase precursor - Arabidopsis 
thaliana >gi_944810_dbj_BAA09783__ (D63508) endo-xyloglucan 
transferase [Arabidopsis thaliana] 

224454 

LIB3166-011-P1-K1-B10 

BLASTX 

g4455214 

577 

8.0e-60 

126 

89 

(AL035440) putative dihydrolipoamide succinyltransf erase 
[Arabidopsis thaliana] 

224455 

LIB3166-011-P1-K1-B4 

BLASTX 

g2894612 

485 

6.0e-49 
112 

7 9 . . _ _. . „ . - - - - - - — - 

(AL021889) putative protein [Arabidopsis thaliana] 

224456 

LIB3166-011-P1-K1-B6 

BLASTX 

g485742 

569 

7.0e-59 

125 

86 

(L32791) pyrophosphatase [Beta vulgaris] 
224457 

LIB3166-011-P1-K1-B8 

BLASTX 

g2129759 

209 
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' E value 


1.0e-16 




Match lengtn 


/ y 




% identity 


54 




NCBI Description 


UDPglucose 4-epimerase (EC 5.1.3.2) - Arabidopsis thaliana 






>gi ii^Joy^ eitiD uAAyuy^i {odhzl^j uridine aipnospnate 






glucose epimerase [Arabidopsis thaliana] 




O t-\ M 

oeq. ino. 


00 A A Rft 

ZZH H DO 




Seq. ID 


T TD"31 CC fH 1 Dl 1^1 

LlDJlbb-Ull-t'l-n.l-ui 










NCBI GI 


g4539405 




BLAST score 


546 




TP TT ft 1 n /**s 

Hi vaiue 


h . ue D D 




Matcn lengtn 


1 on 
1Z / 




% identity 


o o 
oZ 




jnudi Description 


(AL04 9524) putative ribosomal protein L9, cytosolic 






[Arabidopsis thaliana ] 




Dtiq. LNCJ . 


224 4d y 




oeq. ID 


t toti cc_m i _di _pi n 
LIdJIDD Ull rlM LIU 




Method 


BLASTX 


01 


NCBI GI 


gl871577 ; 


frl 


BLAST score 


OQO 


sp 


E value 


D.0e-37 




-•Match length 


luo 




% identity 


0 / 


m 


NCBI Description 


(Y11553) putative 21kD protein precursor [Medicago sativa] 




Seq. No. 


OO A A dC\ 




Seq. ID 


LIBolbb-Ull-Pl-Kl-Cll 




Method 


DT 7\ C TV 




NLbi bl 


gozz / ou 


H= 


BLAST score 


546 


:""'b 


E value 


4.0e-56 




Match length 


iu y 


LJ 


% identity 


yy 




NCBI Description- 


ubiquitin / ribosomal protein CEP52 - wood tobacco 






>gi ifuzi 1 (M/41UU) uoiquitin tusion protein [Nicotiana 






sylvestris ] 




oeq. No. 


O O A A d 1 

ZZ<± 4 Dl 




Oct] • 1U 


T TDTI fifi-DT 1 -P1 -JC\ -PI 9 




Method 


BLASTX 




NCBI GI 


g461942 




BLAST score 


525 




E value 


1.0e-53 




Match length 


135 




% identity 


74 



NCBI Description 



DNAJ PROTEIN H0M0L0G 1 (DNAJ-1) >gi_479277_pir S33312 dnaJ 

protein - leek (fragment) >gi_16087_emb_CAA4 9211_ (X69436) 

DNA J protein [Allium porrum] >gi_447267_prf 1914140A DnaJ 

protein [Allium porrum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



224462 

LIB3166-011-P1-K1-C2 

BLASTX 

g409756 
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BLAST score 14 6 

E value 2.0e-09 

Match length 88 

% identity 30 

NCBI Description (L25643) ATP/GTP nucleoticie-binding protein [Leishmania 
infantum] 

Seq. No. 224463 

Seq. ID LIB3166-011-P1-K1-C3 

Method BLASTX 

NCBI GI gll42621 

BLAST score 165 

E value 3.0e-16 

Match length 73 

% identity 67 

NCBI Description • (U18349) phaseolin G-box binding protein PG2 [Phaseolus 



vulgaris] 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length . 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3166-011-P1-K1-C4 

BLASTX 

g4262239 

273 

4.0e-24 

133 

43 

(AC006200) 
thaliana] 



putative membrane transporter [Arabidopsis 



224465 

LIB3166-011-P1-K1-C8 

BLASTX 

g3335060 

418 

4.0e-41 

95 

88 

(AF025842) plasma membrane-type calcium ATPase [Arabidopsis 
thaliana] >gi_4 4 68989_emb_CAB38303_ (AL035605) plasma 
membrane-type calcium ATPase (ACA2) [Arabidopsis -thaliana] 

224466 

LIB3166-011-P1-K1-C9 

BLASTX 

g464707 

538 

3.0e-55 

110 

95 

40S RIBOSOMAL PROTEIN S18 >gi_4 80908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_4 3434 3_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_4 34 345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
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>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647. 1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224467 

LIB3166-011-P1-K1-D12 

BLASTX 

gl071913 

421 

2.0e-41 

109 
78 

cysteine synthase (EC 4.2.99.8) C precursor, 
- spinach >gi__1066153_dbj_BAA07177_ (D37963) 
synthase [Spinacia oleracea] 



mitochondrial 
cysteine 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224468 

LIB3166-011-P1-K1-D4 

BLASTX 

g2262170 

211 _ 

7.0e-17 

114 

47 

(AC002329) predicted glycosyl hydrolase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI -Description 



224469 

LIB3166-011-P1-K1-D5 

BLASTX 

g4455364 

428 

3.0e-42 

121 

65 

(AL035524) 
thaliana] 



senescence-associated protein-like [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224470 

LIB3166-011-P1-K1-D6 

BLASTX 

g2500378 

416 

7.0e-41 

83 
90 

60S RIBOSOMAL PROTEIN L37 



Seq.. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



224471 

LIB3166-011-P1-K1-E10 

BLASTX 

gll74592 

608 
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E value 
Match length 
% identity 
NCBI Description 



2.0e-63 

113 

99 

TUBULIN ALPHA- 1 CHAIN >gi_2119270__pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224472 

LIB3166-011-P1-K1-E11 

BLASTX 

g2052379 

169 

3.0e-12 

35 

86 

(U66343) calreticulin [Arabidopsis thaliana] 
224473 

LIB3166-011-P1-K1-E2 

BLASTX 

g3080400 

302 

2.0e-35 

119 

65 

(AL022603) putative protein [Arabidopsis thaliana] 
>gi_4455264_emb_CAB36800. Ij; (AL035527) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224474 

LIB3166-011-P1-K1-E3 

BLASTX 

g2292917 

258 

2.0e-22 
84 

64 . 

(X99851) galactokinase [Arabidopsis thaliana] 



Seq. No. — ^ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224475 - - - 

LIB3166-011-P1-K1-E5 

BLASTX 

gl28194 

462 

2.0e-4 6 

113 

80 

NITRATE REDUCTASE (NR) 
reductase (NADH) (EC 1. 



>gi_81572_pir A41667 nitrate 

6.6.1) - winter squash >gi 167499 



(M33154) nitrate reductase [Cucurbita maxima] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



224476 

LIB3166-011-P1-K1-E7 

BLASTX 

g3036807 

324 

4.0e-30 
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Match length 

% identity 

NCBI Description 



88 
74 

(AL022373) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224477 

LIB3166-011-P1-K1-F1 

BLASTX 

g498038 

282 

2.0e-29 

106 

60 

(L33792) lipid transfer protein [Senecio odorus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224478 

LIB3166-011-P1-K1-F10 

BLASTX 

g3298441 

270 

9.0e-24 

103 

58 

(AB010879) chloroplast ribosomal protein L10 [Nicotiana 
.tabacum] 



Seq. No. 


224479 


Seq. ID 


LIB3166-011-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2982303 


BLAST score 


551 


E value 


9.0e-57 


Match length 


127 


% identity 


81 


NCBI Description 


(AF051236) hypothetical protein [Picea mariana] 


Seq. No. 


224480 


Seq/ ID 


LIB3166-011-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4490736 


BLAST score 


331. ... . _ . _ - ----- - 


E value 


6.0e-31 


Match length 


132 


% identity 


66 


NCBI Description 


(AL035708) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224481 

LIB3166-011-P1-K1-F7 

BLASTX 

g629541 

484 

8.0e-49 

115 

81 

plasma membrane intrinsic protein 
>gi_472875_emb_CAA53476_ (X75882) 
protein lc [Arabidopsis thaliana] 



lc - Arabidopsis thaliana 
plasma membrane intrinsic 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224482 

LIB3166-011-P1-K1-F8 

BLASTX 

g3341679 

274 

3.0e-24 

82 

70 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



224483 

LIB3166-011-P1-K1-F9 

BLASTX 

g3775997 

391 

6.0e-38 

90 

84 

(AJ010462) RNA helicase [Arabidopsis thaliana] 
224484 

LIB3166-011-P1-K1-G1 

BLASTX 

g2511541 

4 02 

1.0e-39 

90 

88 

(AF020787) DNA-binding protein GBP16 [Oryza .sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
; BLAST score 
E value 
Match length 
% identity 
-NCBI Description 



224485 

LIB3166-011-P1-K1-G12 

BLASTX 

g3901012 

602 

1.0e-62 

135 

76 

.(AJ130885). xyloglucan endotransglycosylase 1 [ Fagus 
sylvatica] 



Seq. No. 224486 

Seq. ID LIB3166-011-P1-K1-G2 

Method BLASTX 

NCBI GI g2961372 

BLAST scor.e 432 

E value 8.0e-43 

Match length 85 

% identity 93 

NCBI Description (AL022141) putative ribosomal protein L8 [Arabidopsis 

thaliana] >gi_3036817_emb_CAA18507_ (AL022373) ribosomal 
protein L2 [Arabidopsis thaliana] 

Seq. No. 224487 

Seq. ID LIB3166-011-P1-K1-G3 

Method BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. ■ 

NCBI Description 



g4544403 
624 

3.0e-65 

139 

81 

(AC007047) putative glucan endo-1, 3-beta-D-glucosidase 
precursor [Arabidopsis thaliana] 

224488 

LIB3166-011-P1-K1-G4 

BLASTX 

gl220196 

508 

1.0e-51 

112 

85 

(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 
224489 

LIB3166-011-P1-K1-G9 

BLASTX 

g3941543 

241 

2.0e-20 ■/ 

72 

68 

(AF0694 97) pelota [Arabidopsis thaliana] 

>gi_44 69016_emb_CAB38277_ (AL035602) pelota (PEL1) 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



224490 

LIB3166-011-P1-K1-H1 

BLASTX 

g3434967 

204 

4.0e-16 

85 

53 

(AB008103) ethylene responsive element binding factor 1 
[Arabidopsis thaliana] . _ _ . - - - - - 

224491 

LIB3166-011-P1-K1-H4 

BLASTX 

g2982453 

291 

3.0e-26 

99 

62 

(AL022223) f ructose-bisphosphate aldolase-like protein 
[Arabidopsis thaliana] 

224492 

LIB3166-011-P1-K1-H9 

BLASTX 

g3885328 

157 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



9.0e-ll 

83 
40 

(AC005623) putative serine/threonine "protein kinase 
[Arabidopsis thaliana] 

224493 

LIB3166-012-P1-K1-A4 

BLASTX 

g91035 

608 

2.0e-63 

127 

93 

laminin receptor homolog - mouse >gi_52853_emb_CAA29696_ 
(X06406) protein p40 (AA 1 - 295) [Mus musculus] 

>gi_228 997_prf 1815216A laminin receptor [Cricetinae gen. 

sp. ] 

224494 

LIB3166-012-P1-K1-A5 

BLASTX 

g2894106 

654 

8.0e-69 

127 

94 

(Z78279) Collagen alphal [Rattus norvegicus] 
224495 

LIB3166-012-P1-K1-A6 

BLASTX 

g3164123 . 

643 

2.0e-67 
126 

94 ' : 

(AJ224880) collagen alpha 2 type V [Rattus norvegicus] 

224496 _ - - - - - - - - 

LIB3166-012-P1-K1-A8 

BLASTX 

gl27177 

223 

2.0e-18 

87 
54 

MYOSIN REGULATORY LIGHT CHAIN 2, SKELETAL MUSCLE ISOFORM 

(G2) (DTNB) (MLC-2) >gi_71706_pir MORTL2 myosin L2 (DTNB) 

regulatory light chain precursor, skeletal muscle - rat 
>gi_825539_emb_CAA25480_ (X00975) MLC2 [Rattus norvegicus] 

224497 

LIB3166-012-P1-K1-B10 

BLASTX 

g309233 

413 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI_ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



1.0e-40 

79 

100 

(M24509) ferritin heavy chain [Mus musculus] >gi_1435203 
(U58829) ferritin-H subunit [Rattus norvegicus] 

224498 

LIB3166-012-P1-K1-B2 

BLASTX 

gl588365 

382 

8.0e-37 

104 

74 

signal peptidase : SUBUNIT=12kD [Homo sapiens] 
224499- 

LIB3166-012-P1-K1-B7 

BLASTX 

g2894106 

337 

4.0e-32 

66 

98 

(Z78279) Collagen alphal [Rattus norvegicus] 
224500 

LIB3166-012-P1-K1-C1 

BLASTX 

glll946 

407 

8.0e-40 

84 

88 

matrix Gla prot.ein precursor - rat 
224501 

LIB3166-012-P1-K1-C10 
BLASTX. 

g2135915 _ " _ ' . - -- 

670 

1.0e-70 

127 

95 

phosphoenolpyruvate carboxykinase (GTP) (EC 4.1.1.32) 
precursor, mitochondrial - human >gi_14 03050_emb_CAA63380 
(X92720) phosphoenolpyruvate carboxykinase (GTP) [Homo 
sapiens] 

224502 

LIB3166-012-P1-K1-C6 
BLASTX 

g4098993 * 
4 74 

1.0e-47 

121 

79 



31899 



NCBI Description 



(U814 91) polyhomeotic 2 [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224503 

LIB3166-012-P1-K1-C7 

BLASTX 

g417192 

414 

1.0e-40 

97 

78 

MONOCYTE CHEMOTACTIC PROTEIN 3 PRECURSOR (MCP-3) (MONOCYTE 
C H EMO AT T RAC TAN T PROTEIN 3) ( INTERCRINE/CHEMOKINE MARC) (FIC 
PROTEIN) >gi_57938_emb_CAA78169_ (Z12297) intercrine [Mus 
musculus] >gi_547089_bbs_149941 (S71251) monocyte 
chemotactic protein-3, MCP-3, Marc/Fic protein [mice, 
macrophage cell line WEHI-3, Peptide, 97 aa] [Mus sp.] 

224504 

LIB3166-0I2-P1-K1-E11 

BLASTX 

gl23651 

506 

5.0e-62 

134 

96 

HEAT SHOCK COGNATE 71 KD PROTEIN >gi_111759_pir S07197 

heat shock cognate protein hsc73 - rat 

>gi_2119718_pir JC4853 heat-shock protein 73 - mouse 

>gi_56379_emb_CAA68265_ (Y00054) hsc73 [Rattus norvegicus] 
>gi_204667 (M11942) 70 kDa heat-shock-like protein [Rattus 
norvegicus] >gi_861213 (U27129) heat shock 73 protein [Mus 
musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Mat ch__ length 

% identity 

NCBI Description 



224505 

LIB3166-012-P1-K1-E12 

BLASTX 

g3043917 

345 

1.0e-32 

113 _ - . - - - - - - 

63 

(AF029844) elongation factor 1-beta homolog 



[Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224506 

LIB3166-012-P1-K1-E6 

BLASTX 

gll4291 

272 

1.0e-24 

53 

98 

ARG INI NOS UCC I NAT E SYNTHASE (CITRULLINE— ASPARTATE LIGASE) 

>gi_68637_pir AJRTRS argininosuccinate synthase (EC 

6.3.4.5) - rat >gi_557 67_emb_CAA30999_ (X12459) 
argininosuccinate synthetase (AA 1-412) [Rattus norvegicus] 
>gi_203016 (M36708 ) argininosuccinate synthetase [Rattus 
norvegicus] 



31900 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224507 

LIB3166-012-P1-K1-F10 

BLASTX 

gl37475 

729 

1.0e-77 

139 

99 

VACUOLAR ATP SYNTHASE SUBUNIT AC39 (V-ATPASE AC39 SUBUNIT) 

(32 KD ACCESSORY PROTEIN) (P39) >gi_89602_pir A32123 

H+-transporting ATPase (EC 3.6.1.35) polypeptide IV, 
vacuolar - bovine 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224508 

LIB3166-012-P1-K1-F11 

BLASTX 

g2833633 

611 

1.0e-63 

136 

81 

(AC003108) Unknown gene product [Homo sapiens] 



Seq. No. 224509 

Seq. ID LIB3166-012-P1-K1-F12 

Method BLASTX 

NCBI GI ^ g543201 

BLAST score 611 

E value 1.0e-63 

Match length 132 

% identity 84 

NCBI Description collagen alpha 1(1) chain precursor - mouse (fragments) 

Seq. No. 224510 

Seq. ID LIB3166-012-P1-K1-F3 

Method BLASTX 

NCBI GI - gll7505 

BLAST score 193 

E value . _ .. _ _6.0e-15 _ _ . . - - - - - • - 

Match length 71 

% identity 56 



NCBI Description CALRETICULIN PRECURSOR (CRP55) (CALREGULIN) (HACBP) (ERP60) 

(CALBP) (CALCIUM-BINDING PROTEIN 3) (CABP3) 

>gi_627974_pir JH0819 calreticulin precursor - rat 

>gi_55855_emb_CAA37 4 4 6_ (X53363) precursor (AA -17 to 399) 
[Rattus norvegicus] >gi_488841_emb_CAA55890_ (X79327) 
calreticulin [Rattus norvegicus] >gi_1845572_dbj_BAA11345_ 
(D78308) calreticulin [Rattus norvegicus] 



Seq. No. 224511 

Seq. ID LIB3166-012-P1-K1-F4 

Method BLASTX 

NCBI GI g478811 

BLAST score 232 

E value 1.0e-19 

Match length 74 



31901 



.% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17 • 

polyubiquitih - bovine >gi_645_emb_CAA7 914 6_ (Z18245) 
polyubiquitin [Bos taurus] 

224512 

LIB3166-012-P1-K1-F9 

BLASTX 

g2961553 

559 

9.0e-58 

113 

100 

(AF04 9878) amyloid beta-peptide binding protein; ERAB 
[Rattus norvegicus] 

224513 

LIB3166-012-P1-K1-G10 

BLASTX 

g231671 

156 

2.0e-10 

31 

94 

PROCOLLAGEN ALPHA 2(1) CHAIN PRECURSOR 

>gi_284 994j?ir A43291 collagen alpha 2(1) chain precursor 

- mouse >gi_504 8 9_emb_CAA41205_ (X58251) pro-alpha-2 ( I ) 
'collagen [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224514 
LIB3166-012-P1-K1- 
BLASTX 
gll9146 
628 

6.0e-68 

135 

96 

ELONGATION FACTOR 
FACTOR TU) (EF-TU) 
elongation factor,, 

>gi_l 1 1 60 l_pir S2 

alpha chain - rat 
elongation factor 
>g i_5 609 3_emb_CAA4 
[Rattus norvegicus 
alpha [Cricetulus 



G8 



1 -ALPHA 1 (EF-l-ALPHA-1) (ELONGATION. 

>gi_90198_pir JU0133 translation 

eEF-1 alpha chain - Chinese hamster 

1055 translation elongation factor eEF-1 

>gi_56080_emb_CAA43378_ (X61043) 

1 alpha [Rattus norvegicus] 

5122_ (X63561) elongation factor 1-alpha 

] >gi_220279_dbj_BAA00409_ (D00522) EF-1 

longicaudatus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224515 

LIB3166-012-P1-K1-H12 

BLASTX 

g3123887 

267 

1.0e-23 , 

63 

81 

(AF027706) serine/threonine kinase RICK [Homo sapiens] 
>gi_3264574 (AC004003) serine/threonine kinase RICK; match 
to protein AF027706 (PID: g3123887 ) and mRNA AF027706 



31902 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



<NID:g3123886) [Homo sapiens] >gi_3290172 (AF064824) 
CARD-containing ICE associated kinase [Homo sapiens] 
>gi_3342910 (AF078530) receptor interacting protein 2 [Homo 
sapiens] >gi_4151948 (AF117829) serine/threonine kinase 
RICK [Homo sapiens] >gi_4506537_ref_NP_003812 . l_pRIP2_ 
UNKNOWN 

r 

224516 

LIB3166-012-P1-K1-H3 

BLASTX 

g809561 

427 

3.0e-42 

87 

95 

(X13055) gamma-actin [Mus musculus] 
224517 

LIB3166-012-P1-K1-H6 

BLASTX 

g548747 

312 

2.0e-32 

71 

92 

60S RIBOSOMAL PROTEIN L13A >gi_1363320_pir A53204 

ribosomal protein L13a - rat >gi_4 6077 6_emb_CAA4 834 3_ 
(X68282) rat 'ribosomal protein L13a [Rattus norvegicus] 



Seq. No. 


224518 


Seq. ID 


LIB3166-012-P1-K1-H7 


Method 


•BLASTX 


NCBI GI 


gl213490 


BLAST score 


200 


E value 


3. Oe-20 


Match length 


56 


% identity 


95 


NCBI Description 


(U42719) C4 complement 


.Seq. No. _ 


-224519 - 


Seq. ID 


LIB3166-012-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


gll73177 


BLAST score 


471 


E value 


1.0e-47 


Match length 


93 


% identity 


96 


NCBI Description 


4 OS RIBOSOMAL PROTEIN 



protein S10 - human >gi_550025 (U14972) ribosomal protein 

S10 [Homo sapiens] >gi_109694 4_prf 2113200G ribosomal 

protein S10 [Homo sapiens] 

>gi 4506679_ref NP_001005 . l_pRPS10_ ribosomal protein S10 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



224520 

LIB3166-013-P1-K1-A12 

BLASTX 

g2443757 



31903 



BLAST score 


306 


E value 


3 . Oe-28 


Match length 


90 


% identity 


67 


NCBI Description 


(AF020434) cyclopnilm [Arabidopsis thai 


Seq. No. 


O O A C01 

224 021 


Seq. ID 


LIB3166-013-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4510376 


BLAST score 




E value 


2 . Oe-34 


Match length 


144 


% identity 


54 


NCBI Description 


(AC007017) unknown protein [Arabidopsis ■ 


Seq. No. 


O O A CO O 

224 022 


Seq. ID 


LIB3166-013-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g4107276 


BLAST score 


261 


E value 


1 . Oe-22 


Match length 


59 


% identity 


90 


NCBI Description 


(X98506) acetyl-CoA synthetase [Solanum ' 


Seq. No. 


O O A COO 

224 523 


beq. ID 


T TOOT £T £T fi1 O H1 W\ DO - 


Method 


BLASTX 


NCBI GI 


g3451072 - 


BLAST score 


240 


E value 


2 . Oe-20 


Match length 


72 


% identity 


58 


NCBI Description 


(AL031326) putative protein [Arabidopsis 


*Seq. No. 


224524 


beq. id 


T TOOl CLCL fll O D1 1^1 DC 


Method 


BLASTX 


NCBI GI _ 


T T O O £T O 

_ g 1 1 3 3 b 3 _ .. . . - - 


BLAST score 


511 


E value 


2.0e-54 


Match length 


129 


% identity 


77 


NCBI Description 


ALCOHOL DEHYDROGENASE 1 >gi_279445_pir ] 




dehydrogenase (EC 1.1.1.1) 1 - garden pel 




>gi_20506_emb_CAA38039_ (X54106) alcohol 




[Petunia x hybrida] 


Seq. No. 


O O A C O C 

224525 


beq. iu 


t tdoi czr_m o_Di _vi — m 


Method 


BLASTX 


NCBI GI . 


g4314355 


BLAST score 


305 


E value 


8.0e-28 


Match length 


88 


% identity 


60 



31904 



NCBI Description 



(AC006340) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method * * 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224526 

LIB3166-013-P1-K1-B9 

BLASTX 

g2522534 

185 

2.0e-14 

86 
48 

(AF027302) TNF-alpha stimulated ABC protein [Homo sapiens] 
224527 

LIB3166-013-P1-K1-C1 

BLASTX 

g3269293 

276 

1.0e-24 

103 
57 

(AL030978) putative protein [Arabidopsis thaliana] 
224528 

LIB3166-013-P1-K1-C11 

BLASTX * ' 

g2961378 

574 

2.0e-59 

143 

39 

(AL022141) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length. 
-% identity -- 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224529 

LIB3166-013-P1-K1-C5 

BLASTX 

g3021489 

164 

2.0e-15 
88 

-62 - - - - - - 

(AJ224934) histone H2B [Lycopersicon esculentum] 

224530 

LIB3166-013-P1-K1-C6 

BLASTX 

g3122388 

610 

1.0e-63 

131 

31 

WD-40 REPEAT PROTEIN MSI2 >gi_2394231 (AF016847) WD-40 
repeat protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



224531 

LIB3166-013-P1-K1-C7 

BLASTX 

g4510345 



31905 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275 

2.0e-24 

63 

75 

(AC006921) unknown protein [Arabidopsis thaliana] 
224532 

LIB3166-013-P1-K1-C9 

BLASTX 

g3660552 

221 

5.0e-18 

51 

76 

(AB013817) DREB1C [Arabidopsis thaliana] 

>gi_3738228_dbj_BAA33793_ (AB007789) DREB1C [Arabidopsis 
thaliana] >gi_3907541 (AF062925) transcriptional activator 
CBF1 homolog [Arabidopsis thaliana] 

>gi_4322228_gb_AAD15976_ (AF074601) CRT/DRE binding factor 
2 [Arabidopsis thaliana] 



224533 
LIB316 
BLASTX 
g33675 
251 

2.0e-2 

120 

58 

(AL031 
>gi_38 
[Arabi 



6-013-P1-K1-D2 

93 

1 



135) putative protein [Arabidopsis thaliana] 
05841_emb_CAA214 61_ (AL031986) putative protein 
dopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID • 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



224534 

LIB3166-013-P1-K1-D3 

BLASTX 

gll68734 

503 

4.0e-51 

133 . . . . . . . - - - - - 

77 

CINNAMYL-ALCOHOL DEHYDROGENASE (CAD) 
>gi_288753_emb_CAA79622_ (Z19568) cinnamyl alcohol 
dehydrogenase [Populus deltoides] 

224535 

LIB3166-013-P1-K1-E10 ~~ 

BLASTX 

g3894173 

146 

3.0e-09 
32 

(AC005312) hypothetical protein [Arabidopsis thaliana] 
224536 

LIB3166-013-P1-K1-E11 



31906 



Method 


BLASTX 


NCBI GI 


g3123271 


BLAST score 


'262 


E value 


3.0e-z3 


Match length 


59 


% identity 


86 


NCBI Description 


4Uo KloUbUM/VL rKUihlN oO >gi zzz4/3± eiUD LAA/4Jol (X14U3, 


ribosomal protein S6 [Arabidopsis thaliana] 


Seq. No. 


o o a c; o *7 
Zz4 D o 1 


Seq. ID 


LIB3166-U1 J-PI-KI-Ed 


Method • 


BLASTX 


NCBI GI 


— 1 1 mono 

g3193292 


BLAST score 


517 


E value 


9.0e-53 - 


Match length 


lzz 


% identity 


85 


NCBI Description 


(AF069298) similar to ATPases associated with various 




cellular dCLxvxces (traiti: AAA.nmm, score: zJU.yi) 




[Arabidopsis thaliana] 


Seq. No. 


zz4oJo 


Seq*. ID 


LIB3166-013-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2754746 


BLAST score 


309 


E value 


2.0e-28 


Match length 


1 4 3 


% identity 


50 


NCBI Description 


(U85448) sucrose-phosphate synthase [Actinidia deliciosa] 


Seq. No. 


O O A COO 

4 t>3y 


Seq. ID 


LIB31DD-013-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2736288 


BLAST score 


146 


E value 


3 . Oe-09 


'M'atch length 


33 


% identity 


79 


NCBI Description 


(Ar UjIUoU] lsopenLenyi _ aipnospnare lsomerase 11 




[Camptotheca acuminata] 


Seq. No. 


ZZ4 D4 U 


Seq. ID 


LIB31 66-01 3-P1-K1-F1U 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 




E value 


5 . Oe-24 


Match length 


72 


% identity 


7 


NCBI Description 


(X98063) polyubiquitin [Pinus sylvestris] 


Seq. No. 


224541 


Seq. ID 


LIB3166-013-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


gl350777 


BLAST score 


324 



31907 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-30 

75 

87 

60S RIBOSOMAL PROTEIN L9 >gi_971282_dbj_BAA07209_ (D38012) 
ribosomal protein L9 [Oryza sativa] 

224542 

LIB3166-013-P1-K1-F2 

BLASTX 

g4090533 

460 

3.0e-46 
101 

82 . 

(U68215) ACC oxidase [Carica papaya] 
224543 

LIB3166-013-P1-K1-F6 

BLASTX 

g2146739 

262 

8.0e-23 
118 

51 ... 
hexokinase (EC 2.7.1, 



1)1- Arabidopsis thaliana >gi_881521 



(U28214) hexokinase 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224544 

LIB3166-013-P1-K1-F7 

BLASTX 

g400976 

426 

1.0e-48 

108 

96 

RAS-RELATED PROTEIN RHA1 >gi_478671_pir S23727 GTP-binding. 

protein RHA1 - Arabidopsis thaliana >gi_164 84_emb_CAA4 1863_ 
(X59152) RHA1 [Arabidopsis thaliana] 

>gi_397594_emb_CAA80534_ (Z22958) GTP-binding- protein 
[Arabidopsis thaliana] — - — • - 

224545 

LIB3166-013-P1-K1-F9 

BLASTX 

gl888357 

499 

1.0e-50 

123 

76 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA724 32_ (Y117 67) alpha-mannosidase 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



224546 

LIB3166-013-P1-K1-G10 

BLASTX 

g2673910 



31908 



BLAST score 14 8 

E value 2.0e-09 

Match length 67 

% identity 54 

NCBI Description (AC002561) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 224547 

Seq. ID LIB3166-013-P1-K1-G12 

Method BLASTX 

NCBI GI gl061420 

BLAST score 512 • 

E value 4 . Oe-52 

Match length 127 

% identity 82 

NCBI Description (U38965) p-type H+-ATPase [Vicia faba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224548 

LIB3166-013-P1-K1-G2 

BLASTX 

g3341468 

170 

5.0e-12 

85 

45 

(AJ009594) Dof zinc finger protein [Nicotiana tabacum] 
224549 

LIB3166-013-P1-K1-G3 

BLASTX 

gl655653 

113 

6.0e-09 

100 

38 

(Z81368) hypothetical protein Rv2406c [Mycobacterium 
tuberculosis] 



Seq. No. 
Seq. ID 

Method. .. . _ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224550 

LIB3166-013-P1-K1-G5 

BLASTX - - . - ' - - - 

g3136336 
415 

6.0e-41 

81 

52 

(AF064552) calmodulin; Cam [Apium graveolens] 
224551 

LIB3166-013-P1-K1-G6 

BLASTX 

g2281090 

394 

3.0e-38 

115 - 
65 

(AC002333) hypothetical protein [Arabidopsis thaliana] 



31909 





1 Seq. No. 


224552 




Seq. ID 


LIB3166-013-P1-K1-G7 




Method 


BLASTX... 




NCBI GI 


g629722 




BLAST score 


175 




E value 


1.0e-12 




Match length 


122 




% identity 


35 




NCBI Description 


finger protein pcpl - potato >gi_563623_emb CAA57772 






(X82328) putative DNA/RNA binding protein [Solanum 






tuberosum] 




Seq. No. 


224553 




Seq. ID 


LIB3166-013-P1-K1-G8 




Method 


BLASTX 




NCBI GI 


g4406787 




BLAST score 


388 




E value 


1 . Oe-37 




Match length 


102 




% identity 


77 




NCBI Description 


(AC006532) NADH dehydrogenase [Arabidopsis thaliana] 


iE 


Seq. No. 


224554 




Seq. ID 


LIB3166-013-P1-K1-G9 




Method 


BLASTX 


: a 


NCBI GI 


g3892059 


m 


BLAST score 


270 




E value 


1.0e-23 




Match length 


143 ■ .." 


3 


% identity 


48 


H 


NCBI Description 


(AC002330) predicted protein of unknown function 






[Arabidopsis thaliana] 


o 

o 


Seq. No. 


224555 




Seq. ID 


LIB3166-013-P1-K1-H10 


: ; 


Method 


BLASTX 




NCBI GI 


g2983778 




BLAST score 


164 




E value 


2.0e-ll 




-Match length - 


■ 116 - - ■ - -• - - - • 




% identity 


36 




NCBI Description 


(AE000736) hypothetical protein [Aquifex aeolicus] 




Seq. No. 


224556 




Seq. ID 


LIB3166-013-P1-K1-H5 




Method 


BLASTX 




NCBI GI 


g4512694 




BLAST score 


238 




E value 


6. Oe-20 




Match length 


133 




% identity 


4 1 




NCBI Description 


(AC006569) hypothetical protein [Arabidopsis thalian. 




Seq. No. 


224557 




Seq. ID 


LIB3166-013-P1-K1-H7 




Method 


BLASTX 




NCBI GI 


g464621 



31910 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278 

9.0e-25 

104 

54 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 9175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

224558 

LIB3166-013-P1-K1-H9 

BLASTX 

g3334320 

482 

1.0e-48 

108 

92 

40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 



fH Seq. No. 

~ Seq. ID 

^ Method 

jh NCBI GI 

L=J BLAST score 

j=£ ' E value 

m Match length 

J % identity 

r. NCBI Description 

O Seq. No. 
U: Seq. ID 
q Method 
™ NCBI GI 
jz: BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224559 

LIB3166-014-P1-K1-A1 

BLASTX 

g3540195 

441 

8.0e-44 

135 

31 

(AC004260) Unknown protein [Arabidopsis thaliana] 
224560 

LIB3166-014-P1-K1-A10 

BLASTX 

g4467147 

194 

5.0e-22 

110 

56 

(AL03554 0) putative protein [Arabidopsis thaliana] 



224561 

LIB3166-014-P1-K1-A12 

BLASTX 

g541546 

306 

6.0e-38 

110 

16 

ubiquitin precursor - Volvox carteri 

>gi_395295_emb_CAA52290_ (X74214) polyubiquitin [Volvox 
carteri] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



224562 

LIB3166-014-P1-K1-A4 

BLASTX 

g2982303 

574 



31911 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NC-BI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq." ID 

Method 

NCBI' GI 

BLAST score' 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score _ 

E value 

Match length 

% identity 

NCBI Description 



2.0e-59 

"131 
79 

(AF051236) hypothetical protein [Picea mariana] 
224563 

LIB3166-014-P1-K1-A8 

BLASTX 

g3264767 

500 

9.0e-51 

119 

76 

(AF0718 93) AP2 domain containing protein [Prunus armeniaca] 
224564 

LIB3166-014-P1-K1-B1 

BLASTX 

g4 454 050 

301 

2.0e-27 

79 

66 

(AL035394) putative protein [Arabidopsis thaliana] 
224565 

LIB3166-014-P1-K1-B10 

BLASTX 

g2190419 

202 

8.0e-16 

109 

40 

(Y13632) dem [Lycopersicon esculentum] 



224566 

LIB3166-014-P1-K1-B2 

BLASTX 

gl432056 

184, _ . - 

1.0e-13 

110 

45 

(U56834) WRKY3 [Petroselinum crispum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224567 

LIB3166-014-P1-K1-B5 

BLASTX 

g2318137 

590 

2.0e-61 

117 

97 

(AF014052) Mg protoporphyrin IX chelatase [Nicotiana 
tabacum] 



Seq. No. 



224568 



31912 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3166-01-4-P1-K1-B6 

BLASTX 

g2970654 

184 

8.0e-14 

83 

58 

(AF052058) ferritin subunit cowpea2 precursor [Vigna 
unguiculata] 

224569 

LIB3166-014-P1-K1-B7 

BLASTX 

g2970654 

215 

2.0e-17 

97 

57 

(AF052058) ferritin subunit cowpea2 precursor [Vigna 
unguiculata] 



Seq. No. 


224570 


Seq. ID 


LIB3166-I 


Method 


BLASTX 


NCBI GI 


gl814424 


BLAST score 


575 


E value 


2.0e-59 


Match length 


134 


% identity 


78 


NCBI Description 


(U85254) 


Seq. No. 


224571 


Seq. ID 


LIB3166-I 


Method 


BLASTX 


NCBI GI ■ 


g231675 


BLAST score 


163 


E value 


1.0e-23 


Match length 


64 


% identity 


86" 


NCBI Description- 


CINNAMYL; 




cinnamyl- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



COHOL DEHYDROGENASE (CAD) >gi_2 8295 5_pir_S2 3525 
cohol dehydrogenase (EC 1.1.1.195) - common 
tobacco >gi_19839_emb_CAA44216_ (X62343) cinnamyl-alcohol 
dehydrogenase [Nicotiana tabacum] 

224572 

LIB3166-014-P1-K1-C2 

BLASTX 

g4204293 

503 

4.0e-51 

125 

76 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

224573 

LIB3166-014-P1-K1-C6 



31913 



Method 


BLASTX 


NCBI GI 


g2980770 


BLAST, score 


410 


E value 


3 . 0e-40 


Match length 


125 


% identity 


66 


NCBI Description 


(AL022198) putative protein kinase [Arabidopsis thaliana] 


Seq. No. 


O O A C~1 A 

ZZ4b /4 


Seq. ID 


LIB3 166-01 4 -P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g2980770 


BLAST score 


420 


E value 


2.0e-41 - 


Match length . 


133 


% identity 


65 


NCBI Description 


(AL022198) putative protein kinase [Arabidopsis thaliana] 


Seq. No. 


224 575 


Seq. ID 


LIB3166-014-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g4512651 


BLAST score 


520 


E value 


4 . 0e-53 


Match length 


133 


% identity 


68 


NCBI Description 


(AC007048) putative tyrosine transaminase [Arabidopsis 




thaliana] 


Seq. No. 


224576 


Seq. ID 


LIB3166-014-P1-K1-C9 


Method 


T-\ T TV O mv 

BLASTX 


NCBI GI 


g289920 


BLAST score 


384 


E value 


3 . Oe-37 


Match length 


102 


% identity 


75 


NCBI Description 


(L07119) chlorophyll A/B binding . protein [Gossypium 




hirsutum] 


Seq. No. ----- - 


224 577 


Seq. ID 


LIB3166-014-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl652104 


BLAST score 


330 


E value 


8.0e-31 


Match length 


125 


% identity 


51 


NCBI Description 


(D90902) hypothetical protein [Synechocystis sp.] 


Seq. No. 


ZZQ D /o 


Seq. ID 


LIB3166-014-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g2129921 


BLAST score 


179 


E value 


3.0e-13 


Match length 


48 



31914 



% identity 

NCBI Description 



73 

hypothetical protein 1 - Madagascar periwinkle >gi_758694 
(U12573) putative [Catharanthus roseus] 



Seq. No. 


224579 


beg. iu 




Metnoa 


DT A CTY 

oLiAb i A 


NCBI KjI 


— O 001 1 1 

QZZ oZl 1 I 


BiiAoi score 


i y / 


E value 


j . ue — i d 


Match lengtn 


/ D 


is laenLiiy 


D 0 


nldi Description 


(AC002343) ribitol dehydrogenase isolog [Arabidopsis 




thaliana] 


beq. jno. 


oo a con 
Z Z 4 D o U 


n _ T Pi 

Seq. ID 


t tdqi m a di vi n/i 


Method 


BLAST X 




gI769887 


BLAST score 


C C 

ODD 


E value 


J . Ue-D / 


Match length 


1 OQ 

iz y 


% identity 


o c 
O 0 


NCBI Description 


(X95736) amino acid permease 6 [Arabidopsis thaliana] 


beq. ino . 


fi Do ± 


beq. iu 


TT'DOicc m / ni isi no. 

LlDJlDO- U14-Fl-J\l-lJ,y v 


Method 


O T 7\ C TV 

BLAb IX 






biiAb i score 


4 5Z 


E value 


o . ue-4 d 


Match length 


1 A/1 

1 


% identity 


o 4 


NCBI Description 


(Y11828) heat shock protein [Arabidopsis thaliana] 


beq. wo. 


Z Z HDOZ 


Seq. ID 


T TOOT AT A DT 1/1 TT 1 


Method 


O T 7\ O T 1 V 

BLAb 1 A 




gij / uiou 


BLAST score 


TOO 

ZOO . • • - - - — - - ' • 


E value 


z . Ue-1 y 


Match length 


^ A 

D 4 


% identity 


O / 




f77*3Q*3Q^ RARSR TT.nl-nQ -iannnirn«!l 

I £j f J .7 J -7 ] £\rvD.JD L -1-J\J LUO J GL£s\Jit-L. \* UO J 


Seq. No. 


224583 


Seq. ID 


LIB3166-014-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g4008441 


BLAST score 


379 


E value 


1.0e-36 


Match length 


102 


% identity 


69 


NCBI Description 


(AL034488) predicted using Genefinder; cDNA EST yk433c6 



comes from this gene; cDNA EST EMBL:D72601 comes from this 
gene; cDNA EST EMBL.-D75524 comes from this gene; cDNA EST 
yk433c6.5 comes from this gene [Caenorhabditis elegans] 

31915 - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
. E value - . 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



224584 <• 

LIB3166-014-P1-K1-E11 

BLASTX 

g3915847 

371 

1.0e-35 

81 
86 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 

224585 

LIB3166-014-P1-K1-E3 

BLASTX 

g3024017 

430 

2.0e-42 

83 

98 . 

EUKARYOTIC TRANSLATION INITIATION FACTOR 1A (EIF-1A) 
(EIF-4C) >gi_2565421 (AF026804) eukar.yotic translation 
initiation factor elF-lA [Onobrychis viciifolia] 

224586 

LIB3166-014-P1-K1-E4 

BLASTX 

g2662415 

284 

2.0e-25 

76 

61 

(U974 94) metallothionein-like protein [Prunus armeniaca] 
224587 

LIB3166-014-P1-K1-E5 

BLASTX 

g3063396 

286 

1. 0e-42 - - 

110 
82 

(AB012947) vcCyP [Vicia faba] 
224588 

LIB3166-014-P1-K1-E8 ... 
BLASTX <W 
g2244835 
298 

4.0e-27 

91 

66 

(Z97337) protein kinase homolog [Arabidopsis thaliana] 



224589 

LIB3166-014-P1-K1- 
BLASTX 



E9 



31916 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3738325 
403 

2.0e-39 

110 

71 

(AC005170) putative CaMB-channel protein [Arabidopsis 
thaliana] 

224590 

LIB3166-014-P1-K1-F1 

BLASTX 

g2924777 

376 

3.0e-36 

130 

6 

(AC002334) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score' 

E value. 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



224591 

LIB3166-014-P1-K1-F10 

BLASTX 

g2662415 

173 

2.0e-12 

56 

54 

(U97494) metallothionein-like protein [Prunus armeniaca] 
224592 

LIB3166-014-P1-K1-F2 

BLASTX 

gl351271 

331 

6.0e-31 

118 

62 

TRIOSEPHOSPHATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 

>gi_1084309_pir S52032 triose-phosphate isomerase (EC 

5.3 . 1 .1) precursor , chlor oplas t - spinach >gi_8 0 63 12 

(L36387) triosephosphate isomerase, chloroplast isozyme 
[Spinacia oleracea] 

224593 

LIB3166-014-P1-K1-F3 

BLASTX 

gl814424 

582 

2.0e-60 

134 

79 

(U85254) homeodomain protein AHDP [Arabidopsis thaliana] 
224594 

LIB3166-014-P1-K1-F8 

BLASTX 

gll5484 



31917 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



555 

3.0e-57 

108 

59 

CALMODULIN 1 >gi_71 684_pir MCPZDC calmodulin - carrot 

>gi_478632_pir S22971 calmodulin - trumpet lily 

>gi_541839_pir S40301 calmodulin - Red bryony 

>gi_2129970_pir S70768 calmodulin CAM81 - garden petunia 

>gi_18326_emb_CAA42423_ (X59751) calmodulin [Daucus carota] 
>gi_194 47_emb_CAA78301_ (Z12839) calmodulin [Lilium 
longiflorum] >gi_169207 (M80836) calmodulin [Petunia 
hybrida] >gi_308900 (L18912) calmodulin [Lilium 
longiflorum] >gi_505154_emb_CAA43143_ (X60738) Calmodulin 
[Malus domestica] >gi_535444 (U13882) calmodulin [Pisum 

sativum] >gi_4 45 602_prf 1909349A calmodulin [Daucus 

carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% -identity 

NCBI Description 



224595 

LXB3166-U14-P1-K1-F9 

BLASTX 

gl709930 

359 

2.0e-35 

94 

81 

PHOSPHORIBOSYLAMINOIMIDAZOLE CARBOXYLASE PRECURSOR (AIR 
CARBOXYLASE) (AIRC) >gi_629656_pirJ_S43322 
phosphoribosylaminoimidazole carboxylase (EC 4.1.1.21)*"- 
moth bean >gi_34 9159 (L22584) 5-aminoimidazole 
ribonucleotide carboxylase [Vigna aconitif olia] 



Seq. No. 


224596 


Seq. ID 


LIB3166-014-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g2809251 


BLAST score 


152 


E -value 


2.0e-10 


Match length 


34 


% identity 


74 


NCBI, ^Description 


- (AC002560.) F21B7.20 [Arabidopsis thaliana] 


Seq. No. 


224597 


Seq. ID 


LIB3166-014-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g2245087 


BLAST score 


218 


E value 


1.0e-17 


Match length 


86 


% identity 


44 


NCBI Description 


(Z97343) hypothetical protein [Arabidopsis 


Seq. No. 


224598 


Seq. ID 


LIB3166-014-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g4127456 


BLAST score 


303 


E value 


1.0e-27 



31918 



Match length 

% identity 

NCBI Description 



11-4 
59 

(AJ010818) Cpn21 protein [Arabidopsis thaliana] 



Seq. No. 


224599 


Seq. ID 


t ttdqi cc ni a di if\ r* a 
LIdjI DD-U14 — irl-J\l-bb 


Method 


BLASTX 


NCBI GI 


g^Uoo bol 


BLAST score 




E value 


T O « AO 

l . Ue-4o 


Match length 


TOO 

12 3 


% identity 


"7 n 


NCBI Description 


(Afcuu^iuy) nypersensit ivi ty-reiatea gene zui isoiog 




[Arabidopsis thaliana] 


Seq. No. 


224600 


Seq. ID 


LIB3166-014 -rl-Kl-G / 


Method 


BLASTX 


NCBI GI 


g2088651 


BLAST score 


432 


E value 


8.0e-43 


Match length 


118 


% identity 


66 


NCBI Description 


(AF002109) hypersensitivit y- relat ed gene 201 isoiog 




[Arabidopsis thaliana] 


Seq. No. 


224 601 


Seq. ID 


LIB3166-Q14-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3212859 


BLAST score 


505 


E value 


2 . 0e-51 


Match length 


1 LZ 


% identity 


55 


NCBI Description 


(AC004005) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


224 602 .... 


Seq. ID 


LIB3166-014-P1-K1-H1 


Method 


BLASTX 


-NCBI GI - — - 


gz 191 136 - - ----- - - - •- 


BLAST score 


312 


E value 


1 . 0e-28 


Match length 


110 


% identity 


60 


NCBI Description 


(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 




coaea ior oy a. cnaxiana cuna lhozju , coaeu ror oy a. 




f hal i ana ^HMZi Hl^R^fl • r-orloH f r\r H\/ Zi t-hal i ana r'HKIZi H7 
Lnallana CULNri fl / DjjO; COQcU I.OXT Xjy rt. Lila. llaila C-ULNri n/ 




[Arabidopsis thaliana] 


Seq. No. 


224603 


Seq. ID 


LIB3166-014-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g4510381 


BLAST score 


219 


E value 


7.0e-18 


Match length 


105 


% identity 


52 



NOB I Description (AC007017) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI t 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 

.BLAST score _ 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



224604 

LIB3166-014-P1-K1-H11 

BLASTX 

g2760322 

356 

7.0e-34 

113 

56 

(AC002130) F1N21.7 [Arabidopsis thaliana] 



224605 

LIB3166-014-P1-K1-H2 

BLASTX 

g4049349 

363 

1.0e-34 

102 
71 

(AL034567) ubiquinol-cytochrome c reductase-like protein 
[Arabidopsis thaliana] 

224606 

LIB3166-014-P1-K1-H6 

BLASTX 

g2209332 

365 

7.0e-35 

102 

73 

(U89272) chloroplast membrane protein ALBIN03 [Arabidopsis 
thaliana] >gi_3927828 (AC005727) chloroplast membrane 
protein ALBIN03 [Arabidopsis thaliana] 

224607 

LIB3166-014-P1-K1-H8 

BLASTX 

gl237250 

545 - - - - - - 

5.0e-56 

133 

77 

(X96784) cytochrome P450 [Nicotiana tabacum] 
224608 

LIB3166-014-P1-K1-H9 

BLASTX 

g3269292 

231 

3.0e-19 

64 

66 

(AL030978) putative protein [Arabidopsis thaliana] 
224609 

LIB3166.-015-P1-K1-A2 



31920 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3885334 

502 

7.0e-51 

147 

71 

(AC005623) 
thaliana] 



putative argonaute protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224610 

LIB3166-015-P1-K1-A4 

BLASTX 

g417103 

4 98 

1.0e-50 

111 

94 

HI STONE H3.2, MINOR >gi_28287 l_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404 825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3 . 2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714 
H3 [Lolium temulentum] >gi_1435157_emb_CAA584 45_ 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38916. 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4490755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



histone 



histone 
X83422) 



Seq. No. 
Seq. ID 

Method ■ " 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224611 

LIB316^015-P1-K1-A7 

-BLASTX ~ r ~ ~ 

g4559388 
420 

3.0e-41 

132 

51 

(AC006526) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



224612 

LIB3166-015-P1-K1-B1 

BLASTX 

g3759184 

351 

3.0e-33 

104 

66 

(AB018441) phi-1 [Nicotiana tabacum] 



31921 



Seq. No. 

Seq. ID 

Method 

NCBI Gi 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224613 

LIB3166-015-P1-K1-B2 

BLASTX • - 

gl32944 

215 

5.0e-22 

92 

63 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224614 

LIB3166-015-P1-K1-B4 

BLASTX 

g3420049 

172 

3.0e-12 

131 

40 

(AC004680) 
thaliana] 



putative protein phosphatase 2C [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224615 

LIB3166-015-P1-K1-B5 

BLASTX 

g2191136 

312 

1.0e-28 

110 

60 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T4 6230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H76290 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 

NCBI. GI - ... 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224616 

LIB3166-015-P1-K1-C10 
BLASTX 

g39534 63 - 

210 

1.0e-16 

60 

60 

(AC002328) F20N2.8 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224617 

LIB3166-015-P1-K1-C12 • 

BLASTX 

g728906 

330 

8.0e-31 

126 

55 

PROBABLE .CALCIUM-TRANSPORTING AT PAS E 5 

>gi_1077722_pir S50669 hypothetical protein YER166w 

yeast (Saccharomyces cerevisiae) >gi_603407 (U18922) 



31922 



Yerl66wp [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224618 

LIB3166-015-P1-K1-C2 

BLASTX 

g548852 

347 

8.0e-33 

82 

79 

40S RIBOSOMAL PROTEIN S21 >gi_481227_pir S38357 ribosomal 

protein S21 - rice >gi_303839_dbj_BAA02158_ (D12633) 40S 
subunit ribosomal protein [Oryza sativa] 

224619 

LIB3166-015-P1-K1-C5 

BLASTX 

g3249064 

325 

3.0e-30 

119 

55 

(AC004473) Strong similarity to trehalose-6-phosphate 
synthase homolc-g gb_2245136 from A. thaliana chromosome 4 
contig gb^Z97344. [Arabidopsis thaliana] 

224620 

LIB3166-015-P1-K1-C6 

BLASTX 

g4218116" 

162 

5.0e-ll 

53 

58 

(AL035353) putative protein [Arabidopsis thaliana] 
224621 

LIB3166-015-P1-K1-C8 
BLASTX 

gl707364 — — — • -• - 

636 

1.0e-66 

137 

89 

(X94626) AATP2 [Arabidopsis thaliana] * 
224622 

LIB3166-015-P1-K1-D1 

BLASTX 

g2911042 

304 

1.0e-27 

75- 
80 

(AL021961) Phosphoglycerate dehydrogenase - like protein 
[Arabidopsis thaliana] 



31923 



Seq. No. 


O O / CO o 


o a « t n 

Seq. ID 


TTn'aiccniR'Divi— no 
LIojI OD-UlO-rl-Kl-UZ 


Method 


BLASTX 


NCBI GI 


g2213425 


BLAST score 


CQ/* 

oy b 


E value 


b . Ue-b__ 


Match length 


143 


% identity 


4 J 


NCBI Description 


(Z97064) hypothetical protein [Citrus x paradisi] 


beq. no. 


____4 o__4 


Seq. ID 


T TOOT CC m C T) 1 VI T~> O 


Method 


DT 7\ OTV 


NCBI GI 


g2191135 


BLAST score 


194 


E value 


o . Ue-15 


Match length 


ft o 

92 


% identity 


38 


NCBI Description 


(AFGG726S) A IGG02N01.I4 gene product [Arabidopsis 




thaliana] 


Seq. No. 


224 625 


Seq. ID 


LIB3 166-01 5- P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2791834 


BLAST score 


bU4 


E value 


7 . Oe-63 


» * i i i ____ i i_ 

Match length 


117 


% identity 


98 


NCBI Description 


(AF041463) elongation factor 1-alpha [Manihot esculenta] 


Seq. No. 


_. __ 4 b__ b 


Cart T Pk 

beq. id 


L1dj1dd-UI j-rl-r\l-|jy 


Method 


BLASTX 


NCBI GI 


g4262236 


BLAST score 


458 


E value 


ft ft — . A £ 

9.0e-4 6 


Match length 


1ft*")-" 

123 


% identity 


69 


NCBI Description 


(AC006200) putative ri_bp_se_ 5-phosphate isomerase- ^ _ 




[Arabidopsis thaliana] 


beq. no. 


oo/i con 
____ 4 b__ / 


c t n 

beq. id 




rlcLIlOU 


DT 7\ QrpY 


NCBI GI 


g3738259 


BLAST score 


472 


E value 


a ft « x n 

4 . (Je-4 9 


Match length 


IOC 

135 


% identity 


79 




\nDU 1 0 *4 J. ± ) ty LOoUllL pnUopilUy ±yc.erat.e Klllabc: 1 L t vJpuiUo 




nigra] 


Seq. No. 


224628 


Seq. ID 


LIB3166-015-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g2493495 



31924 



BLAST score 


499 


E value 


1 . ue-ou 


Match length 


116 * . 


% identity 


78 


NCBI Description 


SERINE CAKBOXYPErTIDASE-LIKE >gi 21298 /o pir S/23/0 




carboxypeptidase - garden pea (fragment) 




>gi_1089904_emb_CAA92216_ (Z68130) carboxypeptidase [Pisum 




sativum] >gi 1587217 prr 2206338A Ser carboxypeptidase 




[Pisum sativum] 


Seq. No. 




Seq. ID 


LIB3166-015-P1-K1-E3 


Method 


DT "ACT V 

BLAbTX 


NCBI GI 


g4204697 


BLAST score 


340 


E value 


6.0e-32 


Match length 


98 


% identity 


68 


NCBI Description 


(AF117063) putative inositol polyphosphate 5-phosphatase 




At5P2 [Arabidopsis thaliana] 


Seq. No. 


224630 


Seq. ID 


LIB3166-015-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g4115377 


BLAST score 


381 


E value 


9 . 0e-37 


Match length 


107 


% identity 


73 


NCBI Description 


(AC005967) unknown protein [Arabidopsis thaliana] 


Seq. No. 


224 631 


Seq. ID 


LIB3166-015-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g4337189 


BLAST score 


472 


E value 


2.0e-47 


Match length 


142 . . 


% identity 


61 


NCBI- De s crip t ion 


(AC006403) putative calmodu-lin-binding protein [Arabidopsis 




thaliana] 


Seq. No. 


224 632 


Seq. ID 


LIBJloo-UlO-Pl-Kl-E / 


Method 


BLASTX 


NCBI GI 


g4454457 


BLAST score 


339 


E value 


8 . 0e-32 


Match length 


71 


% identity 


89 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 


Seq. No . * 


224633 


Seq. ID 


LIB3166-015-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2739376 


BLAST score 


262 



31925 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-23 

68 

72 

(AC002505) putative permease [Arabidopsis thaliana] 
224634 

LIB3166-015-P1-K1-E9 

BLASTX 

g4099914 

301 

2.0e-27 

96 

62 

(U91857) ethylene-responsive element binding protein 
homolog [Stylosanthes hamata] 



Seq. No. 


224635 


Seq. ID 


LIB3166-015-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g22240 


BLAST score 


505 


E value 


2.0e-51 


Match length 


126 


% identity 


80 


NCBI Description 


(X07157) GADPH (383 AA) [Zea mays 


Seq. No. 


224636 


Seq. ID" 


LIB3166-015-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2493318 


BLAST score 


240 


E value 


3.0e-20 


Match length 


90 


% identity 


51 


NCBI Description 


BLUE COPPER PROTEIN PRECURSOR >gi 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Z25471) blue copper protein [Pisum sativum] 
>gi_1098264_prf 2115352A blue Cu protein [Pisum sativum] 

*-* . 

224637 

LIB3166-015-PL-K1-F11 

BLASTX 

g2388689 

246 

9.0e-22 

103 

60 

(AF016633) GH1 protein [Glycine max] 
224638 

LIB3166-015-P1-K1-F12 

BLASTX 

g2440044 

450 

6.0e-52 

131 

80 

(AJ001293) major intrinsic protein PIPB [Craterostigma 



31926 



V.' 



plantagineum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224639 

LIB3166-015-P1-K1-F3 

BLASTX 

gll4661 

602 

1.0e-62 

142 

84 

ATP SYNTHASE A CHAIN PRECURSOR (SUBUNIT IV) 

>gi_67924_pir LWNT6 H+-transporting ATP synthase (EC 

3.6.1.34) chain a - common tobacco chloroplast 
>gi_11813_emb_CAA7734 4_ (Z00044) ATPase sunthase IV subunit 

[Nicotiana tabacum] >gi__225273_prf 1211235H ATPase a 

[Nicotiana tabacum] 



Seq. No. 

r> -r t-\ 

CClj. iU 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224640 

LIB3166-015-PI-KI-F5 

BLASTX 

g3342798 

386 

2.0e-37 

128 

59 

(AF061240) 
papaya] 



glutamine cyclotransf erase precursor [Carica 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224641 

LIB3166-015-P1-K1-F8 

BLASTX 

g3142292 

318 

8.0e-34 

106 

67 

(AC002411) Contains similarity to tetratricopeptide repeat 
protein gb_U46571 from home sapiens. EST gb_Z47802 and 
gb_Z4 8402 come from this gene. [Arabidopsis thaliana] 

224 642 

LIB3166-015-P1-K1-G4 

BLASTX 

g2384696 

335 

2.0e-31 

139 

53 

(AF013216) acyl-CoA oxidase [Myxococcus xanthus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



224643 

LIB3166-015-P1-K1-G5 

BLASTX 

g4510363 

510 

2.0e-53 
124 



3 192 7 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

-BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 

224644 

LIB3166-015-P1-K1-G8 

BLASTX 

gl255951 

619 

1.0e-64 

143 

81 

(X96932) PS60 [Nicotiana tabacum] 
224645 

LIB3166-015-P1-K1-H1 

BLASTX 

g3063396 

a en 

1.0e-45 

116 

77 

(AB012947) vcCyP [Vicia faba] 
224646 

LIB3166-015-P1-K1-H11 

BLASTX' 

g832876 

461 

3.0e-46 

96 

94 

(L41345) ascorbate free radical reductase [Solanum 

lycopersicum] >gi_1097368_prf 2113407A ascorbate free 

radical reductase [Lycopersicon esculentum] 

224647 

' LIB3166-015-P1-K1-H8 
BLASTX 
g4539452 
34 9 

6.0e-38 

122 

62 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

224648 

LIB3166-016-P1-K1-A1 

BLASTX 

gl871185 

536 

6.0e-55 

132 

72 

(U90439) seven in absentia isolog [Arabidopsis thaliana] 



31928 



Seq. No. 


zz h o4 y 


Seq. ID 


LIB31 DD-Olb-Pl-Kl-AlU 


Method 


DT 7\ O TV 


NCBI GI 


g2738949 


BLAST score 


358 


E value 


j . ue-o4i 


Match length 


oU 


% identity 


o c 
00 


NCBI Description 


{Aeuzzzij) cytosouc as< 




ananassa] 


Seq. No. 


9 9 A 

Z Z 3 DjU 


Seq. ID 


LIB3166-016-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl076603* 


BLAST score 


lo4 


E value 


1 . Ue-11 


Match length 


71 


* i Ge n-t 2. t y 


c c 


NCBI Description 


vsf-1 protein - tomato 


Seq. No. 


£^4 ool 


Seq. ID 


LIBoloo-Ulo-Pl-Kl-A^ 


Method 




NCBI GI 


g3182981 


BLAST" score 


316 


E value 


3.0e-29 


Match length 


82 


% identity 


76 


NCBI Description 


CELL ELONGATION PROTEIN 



(D86494) diminuto [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBT Description 



224652 

LIB3166-016-P1-K1-A5 
BLASTX 
g4220541 
' 139 : 
1.0e-08 
70 

43 . . _. _ „„_ _ . - ... . . 

(AL035356) Rab geranylgeranyl transferase like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224653 

LIB3166-016-P1-K1-A6 

BLASTX 

g2815246 

223 

3.0e-18 

55 

73 

(X95709) class I type 



2 metallothionein [Cicer arietinum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



224654 

LIB3166-016-P1-K1-A7 

BLASTX 

g629600 



31929 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



409 

3.0e-40 

95 
74 

1-aminocyclopropane-l-carboxylate synthase (EC 4.4.1.14) - 
wild cabbage >gi_562280_emb_CAA57724_ (X82273) 
1-aminocyclopropane-l-carboxylate synthase [Brassica 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224655 

LIB3166-016-P1-K1-A8 

BLASTX 

gl707922 

599 

2.0e-62 

128 

88 

GLUC0SE-1-PH0SPHATE ADENYLYLTRANSFERASE LARGE SUBUNIT 
PRECURSOR (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AG PAS E S) ( ALPHA-D-GLUCOSE-1-PHOSPHATE 

ADENYL TRANSFERASE) >gi_107 6255_pir S51944 

glucose-l-phosphate adenylyltransf erase (EC 2.7.7.27) large 
chain SI precursor - beet >gi_556624_emb_CAA55516_ (X78900) 
glucose-l-phosphate adenylyltransf erase [Beta vulgaris] 

224656 

LIB3166-016-P1-K1-A9 

BLASTX 

gl707922 

322 

1.0e-30 

114 

63 

GLUC0SE-1-PH0SPHATE ADENYLYLTRANSFERASE LARGE SUBUNIT 
PRECURSOR (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AG PAS E S) ( ALPHA-D-GLUCOSE-1-PHOSPHATE 
ADENYL TRANSFERASE) >gi_1076255_pir_.S5194 4 

glucose-l-phosphate adenylyltransf erase (EC 2.7.7.27) large 
chain SI precursor - beet >gi_556624_emb_CAA55516_ (X78900) 
glucose-l-phosphate adenylyltransf erase [Beta vulgaris] - 

224657 

LIB3166-016-P1-K1-B10 

BLASTX 

g3043428 

419 . 

3.0e-41 

92 

85 

(AJ00534 6) 40S ribosomal protein S5 [Cicer arietinum] 



Seq. No. 
Seq . ID 
Method 
NCBI GI 
BLAST score 
E value 



224658 

LIB3166-016-P1-K1-B11 

BLASTX 

g267120 

266 

2.0e-23 



31930 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI" 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



101 

.57 

THIOREDOXIN F-TYPE PRECURSOR (TRX-F) >gi_100070_pir S20929 

thioredoxin f precursor - garden pea 

>gi_20907_emb_CAA45098_ (X63537) thioredoxin F [Pisum 
sativum] >gi_1388086 (U35830) thioredoxin f [Pisum sativum] 

224659 

LIB3166-016-P1-K1-B2 

BLASTX 

g3297816 

550 

1.0e-56 

126 

83 

(AL031032) putative protein [Arabidopsis thaliana] 
224660 

LIB3166-016-P1-K1-B5 

BLASTX 

gl706319 

334 

2.0e-31 
102 

61 - " 

HISTIDINE DECARBOXYLASE (JiDC) (TOM92) 

>gi_481829_pir S39554 histidine decarboxylase (EC 

4.1.1.22) -.tomato >gi_416534_emb_CAA50719_ (X71900) 
histidine decarboxylase [Lycopersicon esculentum] 

224661 

LIB3166-016-P1-K1-B6 
BLASTX 
gll3360 
'375 

5.0e-48 

130 

75. 

ALCOHOL DEHYDROGENASE 
dehydrogenase (EC- 1 , 



1 >gi_100652_pir JQ0474 alcohol 

1.1) 1 - rice >gi_2 0 1 6 5_emb_CAA3 4 3 6 3_ 



(X16296) alcohol dehydrogenase 1 [Oryza sativa] 
224662 

LIB3166-016-P1-K1-C1 

BLASTX 

g2623309 

159 

8.0e-ll 

107 

37 

(AC002409) similar to tgacg-specif ic DNA-binding protein 
[Arabidopsis thaliana] 

224663 

LIB3166-016-P1-K1-C10 " v 

BLASTX 

g3249105 



31931 



BLAST score 
E value 
Match length 
% identity ' 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



318 

5.0e-32 

117 

67 

(AC003114) Contains similarity to protein phosphatase 2C 
(ABI1) gb_X78886 from A. thaliana. [Arabidopsis thaliana] 

224664 

LIB3166-016-P1-K1-C11 

BLASTX 

g479406 

484 

2.0e-49 

106 

87 

chlorophyll a/b-binding protein - garden pea 
>gi_20671_emb_CAA4 914 9_ (X69215) chlorophyll a/b-binding 
protein [Pisum sativum] 

224665 

LIB3166-016-P1-K1-C12 

BLASTX 

gl495804 

22,0 

3.0e-18 

90 

53 

(X96406) 13-lipoxygenase [Solanum tuberosum] 
224666 " 

LIB3166-016-P1-K1-C3 

BLASTX 

g488727 

381 

7.0e-37 
84 

75 . ■ 

(X72676) 1-aminocyclopropane-l-carboxylate synthase 
[Brassica juncea] 

224667 

LIB3166-016-P1-K1-C4 

BLASTX 

gll4682 

206 

3.0e-16 

71 

63 

ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 
(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 

>gi_100471_pir A35227 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, mitochondrial - sweet 
potato >gi_168270 (J05397) F-l-ATPase delta subunit 
precursor (EC 3.6.1.3) [Ipomoea batatas] 

224668 

LIB3166-016-P1-K1-C6 . 



31932 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - • 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g2662341 

483 

2.0e-52 

116 

88 

(D63580) EF-1 alpha [Oryza sativa] 

>gi_2662345_dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2662347_dbj_BAA23660_ (D63583) EF-1 alpha 
[Oryza sativa] 

224669 

LIB3166-016-P1-K1-D11 

BLASTX 

g4406777 

185 

8.0e-14 

85 

47 

(AC006532) 
thaliana] 



putative zinc-finger protein [Arabidopsis 



224670 

LIB3166-016-P1-K1-D3 

BLASTX 

g4508070 

377 

2.0e-36 

121 

55 

(AC005882) 24349 [Arabidopsis thaliana] 
224671 

LIB3166-016-P1-K1-D4 

BLASTX 

g289920 

395 

2.0e-38 
84 

-89 • - - - - - 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

224672 

LIB3166-016-P1-K1-D8 

BLASTX 

g3402678 

269 

7.0e-24 

99 

57 

(AC004 697) putative adenylate kinase [Arabidopsis thaliana] 
224673 

LIB3166-016-P1-K1-E1 

BLASTX 

g3885334 



31933 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

-Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



408 

5.0e-40 

119 

62 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 

224674 

LIB3166-016-P1-K1-E12 

BLASTX 

g544184 

305 

7.0e-28 

73 

71 

4-ALPHA-GLUCANOTRANSFERASE PRECURSOR (AMYLOMALTASE) 
(DISPROPORTIONATING ENZYME) ( D-ENZYME) 

>gi_322785__pir A4504 9 4-alpha-glucanotransf erase (EC 

2.4.1.25) - potato >gi_296692_emb_CAA48 630_ (X68664) 
4-alpha-glucanotransf erase [Solanum tuberosum] 

224675 

LIB3166-016-P1-K1-E3 

BLASTX ■ 

gl076634 

225 

2.0e-18- 

69 

61 

protein-serine/threonine kinase NPK15 - common tobacco 
>gi_50514 6_dbj_BAA06538_ (D31737) protein-serine/threonine 
kinase [Nicotiana tabacum] 

224676 

LIB3166-016-P1-K1-E5 

BLASTX 

gl23684 

425 " 
5.0e-42 

84 

HEAT SHOCK FACTOR PROTEIN HSF24 (HEAT SHOCK TRANSCRIPTION 
FACTOR 24) (HSTF 24) (HEAT STRESS TRANSCRIPTION FACTOR) 

>gi_100267_pir S12361 heat shock transcription factor 

HSF24 - Peruvian tomato >gi_19488_emb_CAA39034_ (X55347) 
heat stress transcription factor [Lycopersicon peruvianum] 

224677 

LIB3166-016-P1-K1-E6 

BLASTX 

gll74199 

218 

9.0e-18 

87 

51 

(U44760) S25-PR6 [Nicotiana tabacum] 



31934 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Qi Seq. No. 
J" Seq. ID 
7 . Method 
NCBI GI 
BLAST score 
_M* E value 
ri Match length 
S % identity 
~ NCBI Description 

Seq. No. 
Seq. ID 
Method 

- - NCBI -GI - - ■ - - 

BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224678 

LIB3166-016-P1-K1-E7 

BLASTX 

g.3915031 

573 

2.0e-59 

110 

98 

ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi__1217628_emb_CAA65232_ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 

224679 

LIB3166-016-P1-K1-E9 

BLASTX 

g585973 

496 

3.0e-50 

118 

83 

FRUCTOKINASE >gi_626018_pir S39997 fructokinase (EC 

2.. 7,1.4) - potato >gi_297015_emb_CAA78283_ (Z12823) 

fructokinase [Solanum tuberosum] r >gi_1095321_prf 2108342A 

fructokinase [Solanum tuberosum] 

224680 

LIB3166-016-P1-K1-F1 

BLASTX 

gl263291 

544 

6.0e-56 

114 

89 

(U4 9452) alcohol dehydrogenase 2b [Gossypium hirsutum] 
224681 

LIB3166-016 1 P1-K1-F11 
BLASTX 

g3860263- - - - 

269 

1.0e-23 

65 

71 

(AC005824) putative cytochrome p450 protein [Arabidopsis 
thaliana] 

224682 

LIB3166-016-P1-K1-F12 

BLASTX 

g2827712 

100 

5.0e-12 

102 

44 

(AL021684) endoxyloglucan tranferase-like protein 
[Arabidopsis thaliana] 



31935 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224683 

LIB3166-016-P1-K1-F9 

BLASTX 

gll7290 

382 

3.0e-37 

89 

85 

CHLOROPLAST TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT) 

(P36) (E30) >gi_100071_pir S23774 triose 

phosphate/ 3-phosphoglycerate/phosphate translocator 
precursor - garden pea >gi_20691__emb_CAA38451_ (X54 639) 
chloroplast import receptor p36 [Pisum sativum] 
>gi_20853_emb_CAA48210_ (X68077) phosphate translocator 

[Pisum sativum] >gi_228551_prf 18054 09A phosphate 

translocator [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224684 

LIB3166-016-P1-K1-G1 

BLASTX 

g584778 

214 

3..0e-17 

107 

50 

PHOS PHO- 2 - DEH YDRO- 3 -DEOXYHE PTONATE ALDOLASE 2 PRECURSOR 
(PHOSPHO-2-KETO-3-DEOXYHEPTONATE ALDOLASE 2) (DAHP 
SYNTHETASE 2) ( 3-DEOXY-D-ARABINO-HEPTULOSONATE 7-PHOSPHATE 
SYNTHASE 2) >gi_542033_pir S40412 

2-dehydro-3-deoxyphosphoheptonate aldolase (EC 4.1.2.15) 2 
precursor - tomato >gi_410488_emb_CAA79856_ (Z21793) 
phospho-2-dehydro-3-deoxyheptonate aldolase [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 

- -BLAST— s core — 

E value 
Match length 
% identity 
NCBI Description 



224685 

LIB3166-016-P1-K1-G11 

BLASTX 

g4539348 

1.0e-27 

114 

53 

(AL035539) putative pollen allergen [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224686 

LIB3166-016-P1-K1-G4 

BLASTX 

g2736186 

476 

6.0e-48 

128 
69 

(AF024623) galactose kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



224687 

LIB3166-016-P1-K1-G9 



31936 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

%- identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

.Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 
g2833375 

356 : 

7.0e-34 

71 

93 

DNA-DIRECTED RNA POLYMERASE II 8.2 KD POLYPEPTIDE (RPB10) 
(RP10) (ABC10) >gi_533690 (U12133) RNA polymerase II 
subunit RPB10 homolog; similar to yeast RNA polymerase II 
subunit RPB10, Swiss-Prot Accession Number P22139 [Brassica 
napus] 

224688 

LIB3166-016-P1-K1-H10 

BLASTX 

g4006899 

467 

7.0e-47 

128 

63 

(Z99708) putative protein [Arabidopsis thaliana] 
224689 

LIB3166-016-P1-K1-H11 

BLASTX 

g3776005 

337 

7.0e-40 

104 

84 

(AJ0104 66) RNA helicase [Arabidopsis thaliana] 
224690 

LIB3166-016-P1-K1-H12 

BLASTX 

g3859659 

246 

2.0e-'21 

65 

78 - - - - - - - - - 

(AL031394) putative potassium transporter AtKT5p (AtKT5) 
[Arabidopsis thaliana] 

224691 

LIB3166-016-P1-K1-H4 

BLASTX 

g4538905 

4 37 

2.0e-43 

98 

82 

(AL049482) putative protein [Arabidopsis thaliana] 
224692 

LIB3166-016-P1-K1-H5 

BLASTX 

g4102600 



31937 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



594.. 
1.0e-61 
132 
83 

(AF0134 67) ARF6 [Arabidopsis thaliana] 
224693 

LIB3166-016-P1-K1-H6 

BLASTX 

g3695388 

165 

2.0e-ll 

43 

60 

(AF096371) No definition line found [Arabidopsis thaliana] 
224694 

LIB3166-016-P1-K1-H9 

BLASTX 

g2244846 

326 

2.0e-32 

95 

77 

.■*■■( Z97337) ferredoxin [Arabidopsis thaliana] 
224695 

LIB3166-017-P1-K1-A1 

BLASTX . 

g541816 

415 

7.0e-41 

108 

69 

protein kinase - common ice plant >gi_4576.8 9_emb_CAA82990_ 
(Z30329) protein kinase [Mesembryanthemum crystallinum] 



Seq. No; 

Seq. ID 

Method . . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



224696 

LIB3166-017-P1-K1-A10 
BLASTX - - - 
g4337175 
420 

2.0e-41 

118 

67 

(AC006416) 
gb_T04111, 
gb_R90004 / 



ESTs gb_T20589 / gb_T04648, gb_AA597906, 
gb_R84180 / gb_R65428, gb_T.44439, gb_T76570, 
gb T45020, gb_T42457, gbjf 20921, gb_AA042762 and 



gb_AA720210 come from this gene. [Arabidopsis thaliana] 
224697 

LIB3166-017-P1-K1-A11 

BLASTX 

g3822036 

243 

1.0e-20 
124 



31938 



% identity 

NCBI Description 



44 

(AF072326) endo-1, 3-1, 4-beta-D-glucanase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224698 

LIB3166-017-P1-K1-A2 

BLASTX 

g478673 

273 

4.0e-24 

73 

67 

proline-rich protein precursor - kidney bean 
>gi_2104 6_emb_CAA42942_ (X60391) proline-rich protein 
[Phaseolus vulgaris] 

224699 

LIB3166-017-P1-K1-A5 

BLASTX 

gl297359 

484 

8.0e-49 

130 

71 

(U53701) alcohol dehydrogenase 2d [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224700 

LIB3166-017-P1-K1-A6 

BLASTX 

g2243118 

382 

7.0e-37 

91 

75 

(Y10984) glutathione synthetase [Brassica juncea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 

-BLAST score 

E value 
Match length 
% identity 
NCBI Description 



224701 

LIB3166-017-P1-K1-A7 

BLASTX 

g4455199 

9.0e-19 

95 

59 

(AL035440) putative protein [Arabidopsis thaliana] 



Seq. No. 224702 

Seq. ID LIB3166-017-P1-K1-A8 

Method BLASTX 

NCBI GI gl762914 

BLAST score 174 

E value 2.0e-12 

Match length 4 8 

% identity 69 

NCBi Description (U65973) alcohol dehydrogenase A- [Washingtonia robusta] 

Seq. No. 224703 

Seq. ID LIB3166-017-P1-K1-B1 



31939 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI Gl"" 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID. 



BLASTX 

g2194124 

531 

2.0e-54 

134 

75 

(AC002062) 
(gb_U63725) 



Similar to Glycine metalloendoproteinase 
. [Arabidopsis thaliana] 



224704 

LIB3166-017-P1-K1-B11 

BLASTX 

g3927838 

212 

6.0e-17 

45 

91 

(AC005727) unknown protein [Arabidopsis thaliana] 
224705 

LIB3166-017-P1-K1-B2 

BLASTX 

g2980782 

142 

9.0e-09" 

95 

41 

(AL022198) hypothetical protein [Arabidopsis thaliana] 
224706 

LIB3166-017-P1-K1-B3 

BLASTX 

g2129771 

465 

9.0e-47 
100 

82 • 

xyloglucan endotransglycosylase-related protein XTR-6 - 
Arabidopsis thaliana >gi_1244758 (U43488) xyloglucan 
endotransglycosylase-related p.r.o.tein _ [ Arabidopsis ..thaliana ] 
>gi_4539299_emb_CAB39602. 1_ (AL049480) xyloglucan endo-1, 
4-beta-D-glucanase (XTR-6) [Arabidopsis thaliana] 

224707 

LIB3166-017-P1-K1-B7 

BLASTX 

g2352492 

538 

3.0e-55 

125 

78 

(AF00504 7) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_2352494 (AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 

224708 

LIB3166-017-P1-K1-B9 



31940 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4512625 

177 

7.0e-13 

106 

31 

(AC004793) ESTs gb_T20423, gb_AA712864, gb_H76323 and 
gb_Z25560 come from this gene. [Arabidopsis thaliana] 

224709 

LIB3166-017-P1-K1-C1 

BLASTX 

g3881507 

149 

1.0e-09 

46 

52 

(Z47357 
yk375c3 



) cDNA EST yk375c3.5 comes from this gene; cDNA EST 
.3 comes from this gene [Caenorhabditis elegans] 



Seq.' No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match. length 

% identity 

NCBI. Description,. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224710 

LIB3166-017-P1-K1-C10 

BLASTX 

g3123264 

407 

7.0e-40 

85 

87 

60S RIBOSOMAL PROTEIN L27 >gi_2244857_emb_CAB10279_ 
(Z97337) hypothetical protein [Arabidopsis thaliana] 

224711 

LIB3166-017-P1-K1-C2 

BLASTX 

g4510373 

249 

3.0e-21 

102 

53 

.(AC007017) putative harpin-induced. protein- [Arabidopsis - 
thaliana] 

224712 

LIB3166-017-P1-K1-C3 

BLASTX 

g729273 

656 

5.0e-69 

136 

90 

CYPR04 PROTEIN >gi_322804_pir S28592 cypro4 protein - 

cardoon >gi_17959_emb_CAA4 9354_ (X69672) cypro4 [Cynara 
cardunculus] 



Seq. No. 
Seq. ID 
Method 



224713 

LIB3166-017-P1-K1-C4 
BLASTX 



31941 





NCBI GI 


g4455155 




BLAST score 


307 




E value 


4 . ue-zo 




Match length 






% identity 


4 b 




NCBI Description 


(AiiUz^uzo; tit - 1 ajLpna ~ nice protein 






[Arabidopsis thaliana] 




beq. NO. 


0 0/171 A 




Seq. ID 






Method 


BLASTX 




NCBI GI 


gl679794 




BLAST score 


oUb 




E value 


b . Ue-zo 




Match length 


TIC 

1 lb 




% identity 


oz 




NCBI Description 


(U//DZ/) Allele: niz [Danio rerioj 




Seq. No. 


zz4 / 15 


yj 


Seq. ID 


LIBJIdd-UI /-rl-Kl-Cb 




Method 


BLASTX 


y s 


NCBI GI 


g4567279 


~? 


BLAST score 


336 




E value 


z . Ue-oi 


• — ; 


Match length 


87 




% identity 


69 


y s.. 


NCBI Description 


(AC006841) putative serine/threonine 


- 




[Arabidopsis thaliana] 




beq. No. 


/ lb 


~— _ 


Seq. ID 


Llbolbb— Ul /-rl-r\l-L, / 




Method 


BLASTX 


D 


NCBI GI 


gl362009 




bLAbi score 


ft b J 




E value 


z . Ue-4 d 


~~~ 


Match length 


130 




% identity 


c O 




NCBI Description 


ubiquitin-like protein 7 - Arabidops: 




beq . no ._ „ 


/.!_/_ _ . . 






LIDJIUO \J ± I XT X L\± Ull 




Method 


BLASTX 




NCBI GI 


g3024127 




BLAST score 


613 




E value 


5.0e-64 




Match length 


123 




% identity 


93 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 
>gi_1655578_emb_CAA95857_ (Z71272) S-adenosyl-L-methionine 
synthetase 2 [Catharanthus roseus] 

224718 

LIB3166-017-P1-K1-D12 

BLASTX 

g4098128 

373 



31942 



E value 6.0e-36 

Match length 79 

% identity 96 

NCBI Description (U73588) sucrose synthase [Gossypium hirsutum] 

Seq. No. 224719 

Seq. ID LIB3166-017-P1-K1-D4 

Method • BLASTX 

NCBI GI gl25606 

BLAST score 389 

E value 9.0e-38 • 

Match length 84 

% identity 87 

NCBI Description PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_1004 63_pir S12248 



pyruvate kinase (EC 2.7.1.40) - potato 
>gi_2257 6_emb_CAA37727_ (X53688) pyruvate kinase [Solanum 
tuberosum] 



Seq. No. 224720 

Seq. ID LIB3166-017-P1-K1-D8 

Method BLASTX 

NCBI GI g2661840 

BLAST score 37 3 

E value 7.0e-36 

Match length 98 

% identity 69 

NCBI Description (Y15430) adenosine kinase [Physcomitrella patens] 

Seq. No. 224721 - 

Seq. ID LIB3166t017-P1-K1-D9 

Method BLASTX 

NCBI GI g4454032 

BLAST score 140 

E value 1.0e-08 

Match length 72 

% identity 42 

NCBI Description (AL035394) putative protein [Arabidopsis thaliana]- 

Seq. No. 224722 

Seq._ ID _ LIB3166-017-P1-K1-.E1 . . . -. . - - - - - 

Method" ' BLASTX 

NCBI GI g3953471 

BLAST score 238 

E value 5.0e-20 

Match length 68 

% identity 68 

NCBI Description (AC002328) F2202.16 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224723 

LIB3166-017-P1-K1-E10 

BLASTX 

g3834307 

434 

5.0e-43 

128 

69 

(AC005679) Strong similarity to gene T10I14.120 gi_2832679 



31943 



putative protein from Arabidopsis thaliana BAC gb_AL021712. 
ESTs gb_N65887 and gb_N65627 come from this gene. 
. [Arabidopsis thaliana] 





Seq. No. 


224724 




Qprr T n 


LIB3166-017-P1-K1-E5 




L v Jtr L. 1 1UU 


RT.A^TX 
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IN \* D X OX 
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DLinOl OUvlC 


162 




F tra 1 no 

Hi VOX UC 


4 . Oe-11 
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% i Hpnt "i t v 
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ffs 


L 1GI L. V^l 1 ICll^ Lll 


140 
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O C L^ » INU • 


224727 




c prf t n 

OCL] • 1U 


T.TR?1 66-01 7-P1 -K1 -Fl 7 
jjiDJiuu \j x / irx rvx rx^. 




L J L. i 


oxjrio x /\ 




NPRT (IT 


y j£, u x u i u — - - - - — _■ — -■ — - — 




oiinoi oLUic 


"17 0 " " ' " 
x / u 




F 1 no 
Hi value 


c. np-1 ? 

J . UC X t. 




Maj-nh 1 pnnfh 

1 4Q. 1. L*l X ICll^ Lll 


59 




% identitv 


59 




NCBI Description 


(AJ006404) late elongated hypocotyl [Arabidopsis thaliana] 




Seq. No. 


224728 




Seq. ID 


LIB3166-017-P1-K1-F2 




Method 


BLASTX 




NCBI. GI 


g4539408 




BLAST score 


366 




E value 


5.0e-35 




Match length 


135 




% identity 


60 




NCBI Description 


(AL049524) putative alpha NAC [Arabidopsis thaliana] 




Seq. No. 


224729 



31944 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3166-017-P1-K1-F3 

BLASTX 

g3-746069 

144 

5.0e-09 

104 

30 

(AC005311) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI De script 



ion 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value " 

Match length 

%■ identity 

NCBI Description 



224730 

LIB3166-017-P1-K1-F7 

BLASTX 

g2494111 

407 

7.0e-40 

105 

74 

(AC0G2376) Contains similarity to Glycine protein kinase 
(gb_M67449) . [Arabidopsis thaliana] 

224731 

LIB3166-017-P1-K1-F8 

BLASTX 

g2961107 

186 . 

6.0e-14 

84 

45 

(AF042383) TLS-associated protein with SR repeats [Mus 
musculus] >gi_2961149 (AF047448) TLS-associated protein 
TASR [Homo sapiens] 



Seq. No. 


224732 


Seq. ID. 


LIB3166-017-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g3747050 


BLAST score 


416 


E value 


6.0e-41 


Match length _ 


106 ._ _._ ... 1 - - - • - 


% identity 


76 


NCBI Description 


(AF093540) ribosomal protein L26 [Zea mays] 


Seq. No. 


224733 


Seq. ID 


LIB3166-017-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


gl805359 


BLAST score 


285 


E value 


1.0e-25 


Match length 


131 


% identity 


43 


NCBI Description 


(AB000623) glucosyl transferase [Nicotiana tabacum] 


Seq. No. 


224734 


Seq. ID 


LIB3166-017-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


gll72441 



31945 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



239 

3.0e-20 
104 
56. ■ 

POSSIBLE TRANSCRIPTION FACTOR POSF21 >gi_99685_pir S21883 

DNA-binding protein POSF21 - Arabidopsis thaliana 
>gi_16429_emb_CAA43366_ (X61031) posF21 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224735 

LIB3166-017-P1-K1-G12 

BLASTX 

g2160692 

225 

1.0e-18 

82 

55 

(U73527) B' regulatory subunit of PP2A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length - 

% identity 

NCBI Description 



224736 

LIB3166-017-P1-K1-G3 

BLASTX 

gl469930 

379 

2.0e-36 

113 

73 

(U48777) fiber-specific acyl carrier protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224737 

LIB3166-017-P1-K1-G7 

BLASTX 

gl709651 

328 

1.0e-30 

112 

58 

PLASTOCYANIN A PRECURSOR >gi_211.74 31_pir_^S58209. . 
plastocyanin a precursor - black poplar 

>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a [Populus 
nigra] 

224738 

LIB3166-017-P1-K1-G8 

BLASTX 

g445612 

507 

1.0e-51 

102 

96 

ribosomal protein S19 [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 



224739 

LIB3166-017-P1-K1-H1 
BLASTX 



31946 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl20669 
530 

3.0e-54 

113 

88 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224740 

LIB3166-017-P1-K1-H11 

BLASTX 

gl086252 

371 

1.0e-35 
103 

r n 
<JO 

sucrose cleavage protein - Potato >gi_707001_bbs_157931 
(S74161) sucrolytic enzyme /ferredoxin homolog [Solanum 
tuberosum=potatoes, cv. Cara, leaf, Peptide, 322 aa] 
[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224741 

LIB3166-017-P1-K1-H12 

BLASTX 

gl061040 

488 

2.0e-49 

96 

92 

(X89867 ) sterol-C-methyltransferase [Arabidopsis thaliana] 

>gi_1587694_prf 2207220A sterol C-methyltransf erase 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ■ 

NCBI Description 



224742 

LIB3166-017-P1-K1-H2 
BLASTX 

g3123271 _ . . . ._ - - - 

487 

3.0e-49 

100 

88 

40S RIBOSOMAL PROTEIN S6 >gi_2224751_emb_CAA74381_ (Y14052) 
ribosomal protein S6 [Arabidopsis thaliana] 

224743 

LIB3166-017-P1-K1-H4 

BLASTX 

g2842689 

144 

4.0e-09 

107 

36 

HYPOTHETICAL 50.4 KD PROTEIN C1F8.04C IN CHROMOSOME I 
>gi_1638851_emb_CAB03598_ (Z81312) unknown 



31947 



[Schizosaccharomyces pombe] 



beq. no. 


OO A~7 A A 


Seq. ID 


LIB3166-017-P1-K1-H6 


Method 


BLASTX 


HTfDT r*T 

JNLdI ul 


yzz j. jo o 4 


oLiAbi score 


CI /| 

D 1 4 


E value 


Z . U6 


Match length 


1 "34 


% identity 


n i 
/ 1 


NCBI Description 


(AF004166) 2~isopropylmalate synthase [Lycopersicon 




pennellii ] 


Seq. No. 


224745 


Seq. ID 


LIB3166-017-P1-K1-H7 


fuf y"\ ^ 1^ /"l 


DT 7\ QTY 


NCBI (jl 




BLAST score 




E value 


r r\ _ r- .r- 
O . Ufci ~ J O 


Match length 


1 1 O 

llz 


% identity 




jnubi uescription 


^/iruu/ooi^ cy LopiaSiuic luaiaLc aexiyairoy ena.se tiica may&j 


Seq. No. 


224746 


Seq. ID 


LIB3166-018-P1;-K1-A10 . 


Method 


BLAb I X 


NCBI GI 


g4ojyj4o 


BLAST score 


Z / 4 


E value 


J . ue- z 4 


Matcn lengtn 


1U4 


% identity 




nubi Description 


^HJbUjOOoyj putative poiien aiiergen [riraDiaopsis Lnaiiana 


oeq . wo . 


9 9 AH Al 


Seq. ID 


LIB3166-018-P1-K1-A2 


Method 


BLASTX 


WLdI LjI 


gi i / u j x z 


bLAoi score 


/I c;9 


E value 


4 . ue-4 0 


Match length 


111 . . 


% identity 


Q "7 


nldi Description 


HUMbUbUA rKuicjiiN obni >gi ozyoi4 pir o4ZD4o nypo meuicai 




protein soyoean ^gi 4t304Uo ^LiIodojj otsni L^-Lycine maxj 


Seq. No. 


224748 


Seq. ID 


LIB3166-018-P1-K1-A4 


Method 


DT A CTV 


MPQT C T 


gz o 00 4 Z / 


dj_lH.o i score 


91 A 
Z 1 fl 


E value 


2.0e-17 


Match length 


95 


% identity 


48 


NCBI Description 


(AF039372) polyprotein' [Arabidopsis thaliana] 


Seq. No. 


224749 


Seq. ID 


LIB3166-018-P1-K1-A5 


Me.thod 


BLASTX 



31948 



NCBI GI 


gl220196 




BLAST score 






E value 


2.0e-55 




Match length 


111 




% identity 


89 




NCBI Description 


(U4 9uol) alcohol dehydrogenase za 


[Gossypium hirsutum] 


Seq. No. 






beq. id 


T T m 1 £ £ — PM Q _ D 1 - VI _7\Q 




Method 


BLASTX 




NCBI GI 


g2347199 




oLAoi score 






E value 


/ . Ue-^j 




Match length 


inn 

109 




% identity 


ol 




NCBI Description 


/ 7\ /*<« Art OTTO \ — . -,. A 4_ A J H l.» -! m -I — v 1 — — » 

(ACUU^Joo) protein Kinase isolog 


[Arabidopsis thaliana] 


beq. no. 


z Z 4 / o 1 




064 . ID 


L I B3 1 6 6 - 01 8 - P I -Kl - A9 




ixie Lfiou 


Di_i /AO 1 A 




NCBI GI 


g2961384 




BLAST score 


238 




E value 


5.0e-20 




Match length 


127 




% identity 


36 




NCBI Description 


(AL022141) aldehyde dehydrogenase 


like protein [Arabidopsis 



thaliana] 



Seq. No. 


224752 


Seq. ID 


LIB3166-018-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g4580517 


BLAST score 


396 


E value 


3.0e-39 


Match length 


135 


% identity 


61 


NCBI Description 


(AF036302) scarecrow-like 5 [Arabidopsis thaliana] 


Seq. No. 


224753 


Seq. ID 


LIB3166-018-P1-K1-B10 - - - 


Method 


BLASTX 


NCBI GI 


g2078350 


BLAST score 


216 


E value 


1.0e-17 


Match length 


51 


% identity 


88 


NCBI Description 


(U95923) transaldolase [Solanum tuberosum] 


Seq. No. 


224754 


Seq. ID 


LIB3166-018-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g2129758 


BLAST score 


292 


E value 


1.0e-36 


Match length 


82 


% identity 


78 


NCBI Description 


ubiquitin conjugating enzyme E2 protein - Arabidopsis 



31949 



thaliana >gi_992704 (U33757) UBC7 [Arabidopsis thaliana] 



Seq. No. 




Seq. ID 


LIB 31 DD-U lo-rl-Kl-Bo 


Method 


BLASTX • 


NCBI GI 


g2160189 


BLAST score 


0 £ /I 


E value 


A O "3 


Match length 


lUo 


% identity 




NCBI Description 


(acuuuij^j oimnar to a. tnaiiana receptor— luce prot 




Kinase (go klj\o AKAinj . to is go AiioUfi to, go_Ai loh od<c 




irom tnis gene. LAraoiaopsis tnaiianaj 


Seq. No. 


224756 


Seq. ID 


LIB3166-018-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


gj 75oo J 3 


BLAST score 


21 6 


E value 


o . ue-z J 


Match length 


lz4 


% identity 


53 


NCBI Description 


(iiozzoj MtNo LMeaicago truncatuiaj 


Seq. No. 


224757 


Seq. ID 


LIB3166-018-P1-K1-C1 


Method 


BLiAb 1 X 


NCBI GI 


*~ A A CCOAO 

g44oozQ8 


BLAST score 


^ O "7 


E value 


j . ue-4 y 


Match length 


116 


% identity 




NCBI Description 


(AL035440) putative protein [Arabidopsis thaliana] 


Seq. No. 


224758 


Seq. ID 


LIB3166-018-P1-K1-C10 


Method 


OT 7\ prpv 

BLAblX . . v 


NCBI GI 


gooooJzy 


BLAST score 




E value . 


. 3 . Ue-oi . - - - - • - - • ■ 


Match length 


o c 


% identity 


9o 


NCBI Description 


(/icuuoDZjj alien iiKe protein L^^aDiaopsis tnaiianaj 


oeq . wo . 




Seq. ID 


LIB3166-018-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2498982 


BLAST score 


221 


E value 


4.0e-18 


Match length 


78 


% identity 


51 


NCBI Description 


TRANSCRIPTION INITIATION FACTOR TFIID 31 KD SUBUNIT 



(TAFII-31) (TAFII-32) (TAFII32) (NEURONAL CELL DEATH 
RELATED GENE IN NEURON -7) (DN-7) >gi_1103900 (U40188) 
induced upon programmed cell death in neuronally 
differentiated PC12 cells [Rattus norvegicus] 



31950 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224760 

LIB3166-018-P1-K1-C3 

BLASTX 

g4210948 

545 

6.0e-56 

104 

98 

(AF085275) DnaJ protein [Hevea brasiliensis] 
224761 

LIB3166-018-P1-K1-C4 

BLASTX 

g3402279 

576 

1.0e-59 

121 

89 

(AJ000999) putative beta-subunit of K+ channels [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224762 

LIB3166-018-P1-K1-C6 
BLASTX 

g4 103324 — r- • ^- ' 

583 

2.0e-60 

127 

87 

(AF022716) GDP-mannose pyrophosphorylase [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length _ 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

•% identity 

NCBI Description 



224763 

LIB3166-018-P1-K1-C7 

BLASTX 

g4218011 

142 

8.0e-09 

115 .. . _ . . _ .... . . - — — - 

34 

(AC006135) putative protein kinase [Arabidopsis thaliana] 
>gi_4309721_gb_AAD154 91_ (AC006439) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 

224764 

LIB3166-018-P1-K1-C8 

BLASTX 

g3551983 

402 

2.0e-39 

117 

71 

(AF085073) alcohol*~:dehydrogenase A [Gossypium hirsutum] 
>g±_3551985 (AF085074) alcohol dehydrogenase A [Gossypium 
hirsutum] >gi_3551987 (AF085075) alcohol dehydrogenase A 
[Gossypium hirsutum] >gi_3551989 (AF085076) alcohol 



31951 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



dehydrogenase A [Gossypium hirsutum] >gi_4140602 (AF090150) 
alcohol dehydrogenase A [Gossypium hirsutum] >gi_4140612 
(AF090155) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_4140614 (AF090156) alcohol dehydrogenase A [Gossypium 
hirsutum] >gi_4140616 (AF090157) alcohol dehydrogenase A 
[Gossypium hirsutum] 

224765 

LIB3166-0I8-P1-K1-C9 

BLASTX 

g3033395 

293 

2.0e-26 

75 

69 

(AC004238) putative zinc-finger protein [Arabidopsis 
thaliana] 



C^on Mrs 
• i -' v -' • 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

^identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 



LIB3166-018-P1-K1-D10 

BLASTX 

g3122060 

303 

-7.0e-28 
59 
98 

ELONGATION FACTOR 1 -ALPHA 
>gi_2 598 65 7_emb_CAAl 0 8 4 7_ 



(EF-1-ALPHA) 

(AJ222579) elongation factor 



1-alpha (EFl-a) [Vicia faba] 
224767 

LIB3166-018-P1-K1-D11 

BLASTX 

g4558553 

313 

7.0e-29 
100 

59 ' 

(AC007138) putative potassium channel [Arabidopsis 
thaliana] . _____ .. . - - - • - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID ' 
Method 
NCBI GI 
BLAST score 



224768 

LIB3166-018-P1-K1-D12 

BLASTX 

g3334320 

452 

4.0e-45 

98 

94 

40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 

224769 

LIB3166-018-P1-K1-D3 

BLASTX 

g4539335 

306 



31952 



E value " 
Match length 
% identity 
NCBI Description 



6.0e-28 

123 

50 

(AL035539) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224770 

LIB3166-018-P1-K1-D4 

BLASTX 

gl943751 

595 

7.0e-62 

131 

85 

(U93845) 
protein, 



Arabidopsis thaliana ER-type calcium pump 
complete sequence >gi_2078292 (U964 55) ER-type 



Ca2+-pumping ATPase; ECAlp [Arabidopsis thaliana] 



Seq. No. 


224771 


Seq. ID 


L1B3166-018-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g2980770 


BLAST score 


329 


E value 


1.0e-30 


Match length 


134 


% identity 


57 


NCBI Description 


.(AL022198) putative prot< 


Seq. No. 


224772 


Seq. ID 


LIB3166-018-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


gll8548 


BLAST score 


439 


E value 


1.0e-43 


Match length 


133 


% identity 


59 


NCBI Description 


NADP-SPECIFIC GLUTAMATE ! 



>gi_283447_pir A42489 glutamate dehydrogenase (NADP+) (EC 

1.4.1.4) - Giardia lamblia >gi_159109 (M84604) 
NADP-dependent glutamate dehydrogenase [Giardia lamblia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



224773 

LIB3166 

BLASTX 

g82040 

600 

2.0e-62 

122 

27 

ubiquit 
ubiquit 



-018-P1-K1-E1 



in precursor - flax (fragment) >gi_168304 (M57895) 
in [Linum usitatissimum] 



224774 

LIB3166-018-P1-K1-E10 

BLASTX 

g2739365 

388 

1.0e-37 



31953 



01 
m 



Match length 

% identity 

NCBI Description 

Seq. "No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



81 
83 

(AC002505) unknown protein [Arabidopsis thaliana] 
224775 

LIB3166-018-P1-K1-E6 

BLASTX 

g2500354 

638 

7.0e-67 

123 

95 

60S RIBOSOMAL PROTEIN L10 (EQM) >gi_1902894_dbj_BAA194 62_ 
(AB001891) QM family protein [Solanum melongena] 

224776 

LIB3166-018-P1-K1-E8 

BLASTX 

g-119137 

532 

1.0e-54 

102 

97 

ELONGATION FACTOR • 1 -ALPHA (EF-1-ALPHA) 

>gi_82771_pir S06300 translation elongation factor eEF-1 

alpha chain, cytosolic (gene TEF2) - Rhizomucor 
circinelloides f. lusitanicus >gi_2963_emb_CAA35507_ 
(X17476) EF-l-alpha [Rhizomucor racemosus] 

224777 

LIB3166-018-P1-K1-F1 

BLASTX 

g4490732 

638 

7.0e-67 

123 

93 

(AL035709) phosphoenolpyruvate carboxykinase (ATP) -like 
protein [Arabidopsis thaliana] 

224778 

LIB3166-018-P1-K1-F3 

BLASTX 

g2852688 

219 

7.0e-18 

95 

45 

(AF017753) resistance protein candidate [Lactuca sativa] 
224779 

LIB3166-018-P1-K1-F5 

BLASTX 

g4432846 

362 

2.0e-34 
135 



31954 



% identity 

NCBI Description 



59 

(AC006283) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID'-- 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224780 

LIB3166-018-P1-K1-F6 

BLASTX 

gll73257 

172 

2.0e-12 

61 

56 

40S RIBOSOMAL PROTEIN S4 >gi_1076674_pir S47642 ribosomal 

protein S4 - potato >gi_457803_emb_CAA54095_ (X76651) 
ribosomal protein S4 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match . length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 

BLAST score 

E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224781 

LIB3166-018-P1-K1-F7 

BLASTX 

g3775989 

149 

7.0e-10 

33 

88 

(AJ010458) RNA helicase [Arabidopsis thaliana] 
224782 

LIB3166-018-P1-K1-G1 

BLASTX 

g4218535 

387 

2.0e-37 

96 

68 

(AJ010829) GRAB1 protein [Triticum sp.] 
224783 

LIB3166-018-P1-K1-G11 * 

BLASTX 

g886116 

4 96 _ . . - . 

3.0e-50 

123 

71 

(U27609) TCH4 protein [Arabidopsis thaliana] >gi_2952473 
(AF051338) xyloglucan endotransglycosylase related protein 
[Arabidopsis thaliana] 

224784 

LIB3166-018-P1-K1-G12 

BLASTX 

gl220196 

560 

9.0e-58 

120 

88 

(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 



31955 



Sea No 


224785 


Seq. ID 


LIB3166-018-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g4468994 




334 


V T7^1 IIP 
Hi VOX U~ 


3 . Oe-31 


Mai"ph 1 onrr^" h 


IIS 

X X *J 


ft i dpnt" i t" V 

O Xtwldl l_ X L. 


55 






Seq. No. 


224786 


Seq. ID 


LIB3166-018-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2136258 


BLAST score 


149 


E value 


1.0e-09 


Match length 


66 


% identity 


44 


NCBI Description 


template activating 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



>gi_971272_dbj_BAA08139_ (D45198) template acyivating 
factor-I alpha [Homo sapiens] 

224787 

LIB3166-018-P1-K1-G5 

BLASTX 

g4539333 

438 

2.0e-43 

131 

64 

(AL035539) putative amino acid transport protein 
[Arabidopsis thaliana] 

224788 

LIB3166-018-P1-K1-G6 

BLASTX 

g4006829 

250 

2.0e-21 

135 , ... . ._ . _ 

39' 

(AC005970) putative protein kinase [Arabidopsis thaliana] 
224789 

LIB3166-018-P1-K1-H10 

BLASTX 

g2708743 - 

145 

2.0e-15 

127 

39 

(AC003952) putative Tal-l-like reverse transcriptase 
[Arabidopsis thaliana] 

224790 

LIB3166-018-P1-K1-H12 
BLASTX 



31956 



NCBI GI 


g4262237 


D T ACT 1 n^rw-A 

Diirtoi score 


97 Q 


E value 




LYiatcn ±encjL.n 


64 


ft 1 <H ^ T"> "H 1 h i; 

IS lQcIlLlty 


/ J 


MfDT Hqc^vi o +" "i on 






224791 


JC^« x lv 


LIB3166-018-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g349379 


Ditnoi owuxc? 


J. U J 


E value 


j • Uc x x 


LYia t. cn lengtn 


69 
OZ 


ft *i rloni" i +■ \r 


■J o 


LNCDl UcSClipLlOn 


fT99ft47^ HAPR— 1 rHpl i ani-hnc; annmiQl 




9947 Q9 




LilDJlOU U X O X x X\x nj 




DlinO 1 A. 


NCBI GI 


gl439609 


BLAST score 


595 


Hi VdlUc 




Match length 


1 

1Z j 


3* i a i +^ t r 

t> laenuiuy 


D 1 




/ fl £\ 9 7 7 fi \ Hoi fa-i"Annpl act - i nfri tiqi p nT*Pif"Pi n 




ni x suT-um j 


cpn Mo 
uC4« in ^ • 


9947Q? 




T TR?1 6 6 — 01 fi — PI -k*1 — H4 
Liojiou uio c x j\± nfi 


Ma "t~ Vl O /H 


dt nqqiy 
OlinO 1 .A. 


NCBI GI 


g2370312 


BLAST score 


298 


E vslvis 




rJatcn lenyun 


1 no 


S- T T"\ +" 1 "I - T T 

^ laenLity 


R 6 
D 0 








uo:?ou i ) uricLu .Luce pruicin lxioux L^"uicdgo 


^prr Mo " 

O C vJ ■ IN ■ 


224794 - 


Seq. ID 


LTR1166-018-P1-K1-H5 


Mq "tr n o*H 


dt A^TY 

LJ LnO 1 A. 


NCBI GI 


gl370589 


BLAST score 


187 


E value 




Mai" T onn+/h 


o o 


ft "1 /*4 /^l TO +- ^ 4- t T 

? luenLlLy 


0 1 




/ Y QP 4 \ nynt'oi n i nHnpoH noon t*nhori 7at" l nn 

JO JU4 J piULCin J.ilULI^.CLi LkytKJll LUJJCl 16C1L1UI1 




aeiux s sum j 


Seq. No. 


224795 


Seq. ID 


LIB3166-018-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g4539348 


BLAST score 


347 


E value 


6.0e-33 


Match length 


104 



31957 



% identity 

NCBI Description 



65 

(AL035539) putative pollen allergen [Arabidopsis thaliana] 



Seq. No. 


224796 


Seq. ID 


LIB3166-018-P1-K1-H8 


Mo t" hnrl 

L JC L11UU 


BLASTX 


NPRT P,T 






97 Q 


IT va 1 no 


6 Oe-25 


LYloUUll XCliyLIl 


i n r 

lu J 


^ xutsnuxuy 




NPRT Dpcirrinfinn 


(AF0fiQ2QQ} contains siirn 1 sri 1~v to nuplpot d rfp ^ncrar 




puri T~a spc; r A"rani fining i s hhsl i anal 


Seq. No. 


224797 


uctj * x u 


T.TR31 8-P1 -PC1 -HQ 
LiDjiou Ly x o t x rv x n _? 


ixietnoQ 


RT ZiQTY 


MPDT r*T 


y 4 lljjj / 


BTiAST «i p.nr*#a 


426 


IT" TT2 1 HQ 

Cj VdlUc 






ft P 

0 o 


% "i Hpnt" i 


17 


MPRT Hocprinf i nn 


^iiOllI 1 j UUXLjUX LXll [irXOUiLl o Cl I L V Lilll J 


Seq. No. 


224798 


Oc4 » X u 


T.TR31 Q-Pl -PCI -A1 0 

LlXDJluO 1/17 CX £\X nxu -* • 


IXie LXIOU 


RT ZiQTY 
OXjriO X A 


IN Lj -L Ol 


co "31 no 
jo jiuo 




3fin 


E value 


j> Uc j ft 


Ma f rh 1 r*t pt ~t~ h 


X *i U 


9t "i Hont" t \/ 


fin 


MPRT np^rri r^t" "i r^n 


^Z^Pnfi9*^ft7^ nn+* at* i up Qiirf spp nrnfpi r fSrahi Hpinci c fha 1 i anal 

^nL/UU^ JO / j LJLlL.ClL.XvC OU1 IdLC \r LCX11 [nl dLIXLlULyoXo L-ilClXXClllCi J 


Seq. No. 


2247 99 


Seq. ID 


LIB3166-019-P1-K1-A3 


Method 


BLASTX 


MPRT P,T 


rrP. 94 9 fi 




R7H 

•j f \J , 


E value 


£ np-sQ 

D . U t= J -7 ... _ 


Mia frh Tonp/'f h 


XX/ 


9t i riant" i i" \7 


4 6 


MPRT Ho c r* t~ -i r^+- "i on 


UXJJLqU.xLJ.il pi cLUxoUI Udllcy V x x dyiUcil L ^ 




>ai 7SS763 emb CAA27751 (X04133} ubicmitin Dolvnrprursor 




^171 aa 1 r HpirHpnin un 1 rra rp 1 
^ x / x acx ) [nui Lxcr Lxiii vuxyaicj 


*J C L^ • INU • 


294800 


Seq. ID 


LIB3166-019-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3024126 


BLAST score 


490 


E value 


1.0e-49 


Match length 


98 


% identity 


95 . 


NCBI Description 


S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 




ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 



>gi_l 65557 6_emb_CAA95856_ (Z71271) S-adenosyl-L-methionine 



31958 



synthetase 1 [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224801 

LIB3166-019-P1-K1-A9 

BLASTX 

g2129820 

209 

7.0e-17 

83 

49 

chitinase (EC 3.2.1.14) class II - peanut 
>gi_1237025_emb_CAA57773_ (X82329) chitinase (class II) 
[Arachis hypogaea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224802 

LIB3166-019-P1-K1-B1 

BLASTX 

g544382 

161 

5.0e-ll 

76 

47 

GLUCOSAMINE— FRUCTOSE-6-PHOSPHATE AMINOTRANSFERASE 
(ISOMERIZING) .(HEXOSEPHOSPHATE AMINOTRANSFERASE) 
(D-FRUCTOSE-6-PHOSPHATE AMI DOT RAN SFE RASE) (GFAT) 

>gi_345855_pir A4 5055 glut amine — fructose- 6-phosphate 

transaminase (isomerizing) (EC 2.6.1.16) - human >gi_183082 
(M90516) glutamine : f ructose-6-phosphate amidotransf erase 
[Homo sapiens] >gi_4503981_ref_NP_002047 . l_pGFPTa_ 
glutamine- fructose- 6-phosphate transaminase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length- 

% identity 

NCBI -Description 



224803 

LIB3166-019-P1-K1-B11 

BLASTX ; 

g3789911 

295 

1.0e-26 ■ 
114 

49 . * 

(AF081802) developmental protein DG1118 [Dictyostelium ----- 
discoideum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224804 

LIB3166-019-P1-K1-B3 

BLASTX 

g4406780 

577 

1.0e-59 

139 

81 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



224805 

LIB3166-019-P1-K1-B4 

BLASTX 

gl514977 



31959 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



534 

1.0e-54 

125 

56 

(D84669) VM23 [Raphanus sativus] 
224806 

LIB3166-019-P1-K1-B6 

BLASTX 

g421826 

390 

8.0e-38 

79 

86 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



064. lnO . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3166-019-P1-K1-B7 

BLASTX 

gl36636 

359 

3.0e-34 

72 

92 

UBIQUITIN-CONJUGATING ENZYME 
LIGASE 1) (UBIQUITIN CARRIER 

>gi_1076424_pir S43781 ubiqu 

Arabidopsis thaliana >gi_4425 
Conjugating Enzyme (E.C.6.3.2 
Ubiquitin Conjugating Enzyme 
>gi_166924 (M62721) ubiquitin 
thaliana] >gi_431260 (L19351) 
[Arabidopsis thaliana] 



E2-17 KD 1 (UBIQUITIN-PROTEIN 
PROTEIN 1) 

itin-conjugating enzyme UBC1 - 
94_pdb_lAAK_ Ubiquitin 
.19) >gi_2 98 1 8 9 4_pdb_2 AAK_ 
From Arabidopsis Thaliana 
carrier protein [Arabidopsis 
ubiquitin conjugating enzyme 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224808 

LIB3166-019-P1-K1-B8 
BLASTX 

.g.12 6.32 9.1 - - ' - 

578 

7.0e-60 

110 

98 

(U4 94 52) alcohol dehydrogenase 2b [Gossypium hirsutum] 
224809 

LIB3166-019-P1-K1-B9 

BLASTX 

g3550454 

165 

7.0e-20 
69 

81 . 

(AF085820) alcohol dehydrogenase A [Gossypium barbadense] 
>gi_3550458 (AF085821) alcohol dehydrogenase A [Gossypium 
barbadense] >gi_3551965 (AF085064) alcohol dehydrogenase A 



31960 



[Gossypium hirsutum] >gi_3551967 (AF085065) alcohol 
dehydrogenase A [Gossypium hirsutum] >gi_355197l" (AF085067) 
alcohol dehydrogenase A [Gossypium hirsutum] >gi_3551975 
(AF085069) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_3551977 (AF085070) alcohol dehydrogenase A [Gossypium 
hirsutum] >gi_4140594 (AF090146) alcohol dehydrogenase A 
[Gossypium hirsutum] >gi_4140604 (AF090151) alcohol 
dehydrogenase A [Gossypium hirsutum] >gi_4140606 (AF090152) 
alcohol dehydrogenase A [Gossypium hirsutum] >gi_4 140608 
(AF090153) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_414 0610 (AF090154) alcohol dehydrogenase A [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224810 

LIB3166-019-P1-K1-C1 

BLASTX 

g417073 

463 

2 . 0e-46 

120 

78 

GLUTAMATE SYNTHASE (NADH) PRECURSOR (NADH-GOGAT) 

>gi_4 84 529j?ir JQ1977 glutamate synthase (NADH) (EC 

1.4.1.14) - alfalfa >gi_166412 (L01660) NADH --glutamate 
synthase [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224811 

LIB3166-019-P1-K1-C10 

BLASTX 

g2576411 

280 

6.0e-25 

109 

61 

(AF012833) similar to dynamin-like protein encoded by 
GenBank Accession Number X99669 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID- 

Method 

NCB~I GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224812 

LIB3166-0I9-P1-K1-C3 

BLASTX 

g2129921 

195 

6.0e-15 

51 

75 

hypothetical protein 



(U12573) putative [Catharanthus roseus] 



1 - Madagascar periwinkle >gi_758694 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224813 

LIB3166-019-P1-K1-C4 

BLASTX 

g3548810 

200 

2.0e-15 

113 

42 

(AC005313) putative chloroplast nucleoid DNA binding 



31961 



protein [Arabidopsis thaliana] 



oeq. wo. 


£,C.H O 1 ft 


Seq. ID 


LIB3166-019-P1-K1-C5 


Method 


BLASTX 


XTPD T ^ T 

NLbl LjI 


g o fi out 


BLAST score 




E value 




rjatcn lengtn 




% identity 




Nttsi Description 


uojh h £ ) preuicteci ukzj 




f Q *r a h "i H /~\r^i cnc f ha 1 i ana 1 
Lni aUlUUpolo tilaX land J 


Seq. No. 


224815 


Seq. ID 


LIB3166-019-P1-K1-D1 


Method 


DT ZiCTY 
DlifiO 1 A 


NCBI bl 


goU4 D / Jl 


BiiAoi score 




— .„ i 

n» v a x uc 


i . ue 31 


Match length 


1 9 Q 


% identity 


D / 


iNboi Description 


l-tijuuoo/jj protein Kinase 


Q /-s /T \1/-v 

oeq. in o • 




Seq. ID 


LIB31.66-019-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g2499710 


BLAST score 


661 


E value 


1.0e-69 


Match length 


135 


% identity 


86 


NCBI Description 


PHOSPHOLIPASE D PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LD) (CHOLINE PHOSPHATASE) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_1438075 (L33686) phospholipase D [Ricinus communis] 

224817 

LIB3166-019-P1-K1-D11 

BLASTX . 

g2288981 

162 . _ _ ... . - -- - - - - - - - - 

3.0e-ll 

97 

25 

(AC002335) calcium binding protein isolog [Arabidopsis 
thaliana] >gi_3763938 (AC004450) putative calcium binding 
protein [Arabidopsis thaliana] 

224818 

LIB3166-019-P1-K1-D12 

BLASTX 

g556347 

269 

6.0e-24 

92 

4 9 

(M92989) protein kinase [Pisum sativum] 

>gi_445608_prf 1909355A protein kinase [Pisum sativum] 



31962 



* 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224819 

LIB3166-019-P1-K1-D2 

BLASTX 

g2213592 

232 

3.0e-19 

72 
33 

(AC000348) T7N9.12 [Arabidopsis thaliana] 



224820 

LIB3166-019-P1-K1-D4 

BLASTX 

g2605621 

369 

2.0e-46 
122 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% ids n t i t y 78 

NCBI Description (D88619) OSMYB3 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224821 

LIB3166-019-P1-K1-D5 
BLASTX 
gl709651 
326 • 
2.0e-34 
113 
69 

PLASTOCYANIN A 
plastocyanin a 
>gi_929813_emb_CAA90564 
nigra] 



PRECURSOR >gi_2117431_pir S58209 

precursor - black poplar 

(Z50185) plastocyanin a 



[Populus 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224822 

LIB3166-019-P1-K1-D7 

BLASTX 

g4056469 

597 

4 . Oe-62 _ . . _ _ - - - - - - 

118 
98 

(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb_R90191, gb_N65697 / gb_AA713150, gb_T46332, gb_AA040967, 
gb_AA712956, gb_T46403, gb_T46050, gb_AI100391 and 
gb Z25043 come from t 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224823 

LIB3166-019-P1-K1-D9 

BLASTX 

g2160189 

508 

l.Q.e-51 

135" 
70 

(AC000132) Similar to A. thaliana receptor-like protein 



31963 



kinase (gb_RLK5_ARATH)'. ESTs gb_ATTS0475, gb_ATTS4362 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID " 

Method 

NCBI GI -. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method- 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



224824 

LIB3166-019-P1-K1-E1 

BLASTX 

g4371290 

273 

5.0e-24 

105 

51 

(AC006260) unknown protein [Arabidopsis thaliana] 



224825 

LIB3166-019-P1-K1-E2 

BLASTX 

gl871192 

224 

2.0e-18 

91 

48 

(U90439) Cys3His zinc finger 
thaliana] 



protein isolog [Arabidopsis 



224826 

LIB3166-019-P1-K1-E3 

BLASTX 

g4105794 

209 

1.0e-16 

67 
52 

(AF049928) PGP224 [Petunia x hybrida] 
224827 

LIB3166-019-P1-K1-E4 
BLASTX * 
g4371284 ' - 

647 

6.0e-68 ... . . .. . .... - 

137" 
89 

(AC006260) putative plasma membrane intrinsic protein 2B 
[Arabidopsis thaliana] 

224828 

LIB3166-019-P1-K1-E5 

BLASTX 

gl220196 

615 

3.0e-64 

115 

99 

(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 
224829 

LIB3166-019-P1-K1-E6 



31964 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match "length 

% identity 

NCBI Description 



BLASTX 

g3461833 

466 

9.0e-47 

120 

69 

(AC004138) 



putative expansin [Arabidopsis thaliana] 



224830 

LIB3166-019-P1-K1-E8 

BLASTX 

g547683 

593 

1.0e-61 

126 

91 

HEAT SHOCK COGNATE PROTEIN 80 >gi_170456 (M96549) heat 
shock cognate protein 80 [Solanum lycopersicum] 

>gi_445601_prf 1909348A heat shock protein hsp80 

[Lycopersicon esculentum] 

224831 

LIB3166-019-P1-K1-F1 

BLASTX 

g3953457 

238 

4.0e-20 

101 

52 

(AC002328) F20N2.2 [Arabidopsis thaliana] 
224832 

LIB3166-019-P1-K1-F12 

BLASTX 

g3877723 

228 

8.0e-19 
118 ' 
42 

(269646) similar. tp. Na (+J./H ( + ) -.exchangers cDNA EST 
yk249c8.5 comes from this gene; cDNA EST yk255a8.5 comes 
from this gene; cDNA EST EMBL:C1274 6 comes from this gene; 
cDNA EST yk471cl0.5 comes from this gene [Caenorhabditis 
ele 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



224833 

LIB31 66-01 9-P1-K1-F4 

BLASTX 

g4580523 

179 

4.0e-13 

51 

67 

(AF036305) scarecrow-like 8 [Arabidopsis thaliana] 
224834 

LIB3166-019-P1-K1-F5 



31965 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g3451072 

314 

3.0e-29 

91 

69 

(AL031326) putative protein [Arabidopsis thaliana] 
224835 

LIB3166-019-P1-K1-F7 

BLASTX 

g4008159 

356 

1.0e-39 

99 

84 

(AB015601) DnaJ homolog [Salix gilgiana] 
224836 

LIB3166-019-P1-K1-F8 

BLASTX 

gl871577 

324 

4.0e-30 

111 

55 

(Y11553) putative 21kD protein precursor [Medicago sativa] 
224837 

LIB3166-019-P1-K1-G1 

BLASTX 

g4220537 

153 

4-0e-10 

32 
91 

(AL035356) PsRT17-l like protein [Arabidopsis thaliana] 
224838 

LIB316.6-019-P1-K1-G4 . - - - - 

BLASTX 

g3434967 

212 

6.0e-17 

77 

55 

(AB008103) ethylene responsive element binding factor 1 
[Arabidopsis thaliana] 

224839 

LIB3166-019-P1-K1-G5 

BLASTX 

gl709358 

237 

1.0e-31 

134 

57 



31966 



NCBI Description 



NUCLEOSIDE-TRIPHOSPHATASE (NUCLEOSIDE TRIPHOSPHATE 

PHOSPHOHYDROLASE) (NTPASE) >gi_629638_pir S48859 * 

nucleoside triphosphatase - garden pea 

>gi_2129890_pir S65147 nucleoside triphosphatase 

precursor, chromatin-associated - garden pea 
>gi_563612_emb_CAA83655_ (Z32743) nucleoside triphosphatase 
[Pisum sativum] >gi_4519173^dbj_BAA75506 . 1_ (AB022319) 
nucleoside triphosphatase (NTPase) [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224840 

LIB3166-019-P1-K1-G7 

BLASTX 

gl220196 

268 

8.0e-24 

90 

62 

(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI- GI 

BLAST score 

E value 

Match length 

% ; "identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description' 



224841 

LIB3166-019-P1-K1-G8 

BLASTX 

g2244732 

207 

2.0e-16 

65 

71 

(D88413) endo-xyloglucan transferase [Gossypium hirsutum] 
224842 

LIB3166-019-P1-K1-H1 

BLASTX 

g2827699 

212 

6.0e-17 

67 

60 

(AL021684) predicted protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224843 _ .... _ - -- - 

LIB3166-019-P1-K1-H12 

BLASTX 

g4545262 

241 

1.0e-20 

54 

83 

(AF118230) metallothionein-like protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



224844 

LIB3166-019-P1-K1-H3 

BLASTX 

g2129921 

194 

8.0e-15 
51 



31967 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. -ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 

hypothetical protein 1 - Madagascar periwinkle >gi_758 694 
(U12573) putative [Catharanthus roseus] 

224845 < 

LIB3166-019-P1-K1-H5 

BLASTX 

g4510395 

520 

5.0e-53 
132 

72 ■ * * 

(AC006587) putative beta-galactosidase precursor 
[Arabidopsis thaliana] 

224846 

LIB3166-019-P1-K1-H7 

BLASTX 

g2 4 63569 

352 

2.0e-33 

75 

87 

(AB007503) squalene synthase [Glycine max] 
224847 

LIB3166-019-P1-K1-H8 

BLASTX 

gl362093 

181 

2.0e-13 

41 

85 

hypothetical protein (clone TPP15) - tomato (fragment) 
>gi_924 632 (U20595) unknown [Solanum lycopersicum] 

224848 

LIB3166-019-P1-K1-H9 
BLASTX 

g485518 _ . - - 

381 " ~ 

8.0e-37 

104 

75 

ubiquitin / ribosomal protein CEP52 - rice 
>gi_303857_dbj_BAA02154_ (D12629) ubiquitin/ribosomal 
polyprotein [Oryza sativa] 

224849 

LIB3166-020-P1-K1-A11 

BLASTX 

gll30682 

434 

4.0e-43 

111 

77 

(Z46959) acetohydroxyacid synthase [Gossypium hirsutum] 



31968 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

*E value 

Match length 

% identity 

NCBI Description 



224850 

LIB3166-020-P1-K1-A2 

BLASTX 

g419760 

606 

4.0e-63 

136 

43 

P-glycoprotein atpgpl - Arabidopsis thaliana 
>gi_3849833_emb_CAA43646_ (X61370) P-glycoprotein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224851 

LIB3166-020-P1-K1-A4 

BLASTX 

g3493172 

668 

2.0e-70 

137 

51 

(U89609) fiber annexin [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224852 

LIB3166-020-P1-K1-A7 

BLASTX 

g.2129771 

469 

4.0e-47 

114 

76 

xyloglucan endotransglycosylase-related protein XTR-6 - 
Arabidopsis thaliana >gi_1244758 (U43488) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 
>gi_4539299_emb_CAB39602.1_ (AL049480) xyloglucan endo-1, 
4:-beta-D-glucanase (XTR-6) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI " " 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224853 

LIB3166-020-P1-K1-B1 
BLASTX 
"g2827143 
614 

4.0e-64 

135 

83 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224854 

LIB3166-020-P1-K1-B12 

BLASTX 

g2465008 

359 

3.0e-34 

135 

52 

(AJ001445) ripening-induced protein [Fragaria vesca] 



31969 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224855 

LIB3166-020-P1-K1-B2 

BLASTX 

g2281633 

317 

3.0e-29 

130 

53 

(AF003097) AP2 domain containing protein RAP2 . 4 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224856 

LIB3166-020-P1-K1-B6 

BLASTX 

gl28194 

531 

2.0e-54 

129 

79 

NITRATE REDUCTASE (NR) >gi_81572_pir A41667 nitrate 

reductase (NADH) (EC 1.6.6.1) - winter squash >gi_1674 99 
(M33154) nitrate reductase [Cucurbita maxima] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224857 

LIB3166-020-P1-K1-B7 

BLASTX 

g4455364 

315 

5.0e-29 

102 

60 

(AL035524) senescence-associated protein-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224858 

LIB3166-020-P1-K1-C11 

BLASTX 

g3288883 

182 _ . . - - .... - - 

2.0e-29 

113 

64 

(AB015431) SAR DNA binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224859 

LIB3166-020-P1-K1-C4 

BLASTX 

g2262178 

149 

1.0e-09 

34 

74 

(AC002329) putative Mlo-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



224860 

LIB3166-020-P1-K1-C9 



31970 



Method 


BLASTX 


NCBI GI 


g2618723 


BLAST score 


209 


E value 


1.0e-16 


Match length 


89 


% identity 


55 


NCBI Description 


(U49073) IAA17 [Arabidopsis thaliana] >gi_2921756 




(AFU4Uo3i) iaai//aaK3 protein [Araoiaopsis unaiianaj 




>gx 4389514 go AAB/U4ol (ACUUU1U4) Identical to 




Arabidopsis gb AFQ4Q632 and gb U4 9073 IAA17/AXR3 gene. ESTs 




gb H36782 and gb F14U/4 come from tnis gene. LArabiaopsis 




thaliana] 


Seq. No. 


224 o ol 


Seq. ID 


LIB3166-020-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g3096922 


BLAST score 


260 


E value 


i . 0 e 22 


Match length 


84 


% identity 


64 


NCBI Description 


(AL023094) putative protein [Arabidopsis thaliana] 


Seq. No. 


224862 


Seq. ID 


LIB3 166-020- PI -K1-D10 


Method 


BLASTX 


NCBI GI 


g4572679 


BLAST score 


339 


E value 


2.0e-33 


Match length 


81 - 


% identity 


86 


NCBI Description 


(AC006954) RSZp22 splicing factor; contains RNA recognition 




motif [Arabidopsis thaliana] 


Seq. No. 


224863 


Seq. ID 


LIB3166-020-P1-K1-D11 


Method 


tit ?\ f» m v 

BLASTX 


NCBI GI 


g3377843 


BLAST score 


290 


E value 


4 . 0e-26 . . . ----- - - • - 


Match length"" 


120 


% identity 


53 


NCBI Description 


(AF076274) contains similarity to rat p47 protein 




(GB: AB002086) [Arabidopsis thaliana] 


Seq. No. 


O O A O £ A 

224864 


Seq. ID 


LIB3 166-020- PI -K1-D2 


Method 


BLASTX 


NCBI GI 


gl28194 


BLAST score 


coo 

523 


E value 


2.0e-53 


Match length 


128 


% identity 


79 


NCBI Description 


NITRATE REDUCTASE (NR) >gi 81572 pir A41667 nitrate 


reductase { NADH ) (EC 1.6.6.1) - winter squash >gi_167499 




(M33154) nitrate reductase [Cucurbita maxima] 



31971 



beq. wo. 


Z Zfi ODD 


beq. ID 


LIdjIOD UtU rl JaI U4 


Method 


BLASTX 


NCBI GI 


g3676071 


bLAbi score 


AC\0 


E value 


z . Ue"j? 


Match length 


1 no 


% identity 


D y 


NLBi Description 


/ V1 T QCQ\ rnp r«v/%f ai n f 7i ■»« =» V\ -I H^t-\ 0-10 f Kal 1 anal 
\l±fjOy) LKo protein [niaDlUOpSlS tnallauaj 


beq . ino . 




beq. ID 


LIDjXDD UZU rlM UD 


Metnoa 


DT 7\ CTV 
Di_i/\b X A. 


NCBI GI 


g3377843 


BLAST score 


198 


tj vaiue 


9 no— 1 q 

Z • Uc 1 j 


Match length 




% identity 


/I Q 


XT Z"" 1 O T P\ y—v A y-i V* A V\ ^ A T^h 

J\| [ 1 J o w ^^'J^ ^ i il 


t/ / / 1 ; uuiiLdiiii} is j.itinanty to rat pft / protein 




(bb: AdUU^uodj L^^ao^-Ciopsis tnaiianaj 


O a y-w XT 

beq. no. 


Z Z 4 O b / 


beq. ID 


LidjIDO - UZU — rl - r\l-ijy 


Method 


BLASTX 


NCBI GI 


g3252866 


bLAb i score 


1 0 1 


E value <l 


b . Ue-I b 


Match length 


1 J Z 


% identity 




NCBI Description 


(AF033535) putative zinc transporter [Arabidopsis thaliana 


Ga/t NT r~\ 

beq. no. 


Z Z *± 0 DO 


beq. id 


LIdJIoD UtU rl Rl JjIU 


Method 


BLASTX 


NCBI GI 


g2257598 


oLiAb i score 


^ Q 


E value 


j • ue~jD. 


Matcn lengtn 


loo 


% identity 


"7 Q 


nldi Description 


(AB005551) phosphogly cerate kinase _[Robinia pseudoacacia] 


beq . no . 


Z Z fl 0 0 J 


beq. id 


LiojlOD UtU rl"Rl Lll 






NCBI GI 


g289920 


BLAST score 


672 


E value 


b . ue / 1 


Match lengtn 


Izo 


% identity 




NLoi uescripuion 


(LU/nyj cnioropnyii a/d Dinoing protein [taossypium 




hirsutum] 


Seq. No. 


224870 


Seq. ID 


LIB3166-020-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g4512670 


BLAST score 


148 



31972 



Hi ValUC 


0 Dp-HQ 


L'jaiLn x tiny l. ii 


IIS 
j- 1 j 


9fc iHpn1~Tl~v 

o JLUC11LX L y 


31 




niitativp i 

\ riv> u v u > ^ J. y k<r u i» ca jl v c 1 


Seq. No. 


224871 


Cpn TO 


LIB3166-020-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g4539348 


RTiAST score 


331 


"R 1 VP 1 IIP 


7 . Oe-31 


via. L. L-i i J-Ciiy 


133 


9t i Hpn1"i 


51 






Sea No. 


224872 




LTB3166-020-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g2 8 11028 


BLAST score 


278 


E value 


7.0e-25 


Match length 


88 


% identity 


66 


NCBI^ Description 


HYPOTHETICAL 47.9 KD 



(AF007271) similar to. S*. cerevisiae SIK1P (PID: g984 964 ) 
[Arabidopsis thaliana] "* 



Seq, No. 
Seq. ID 
Method 



224873 

LIB3166-020-P1-K1-E7 
BLASTX 



NCBI GI 


g2981167 


BLAST score 


119 


E value 


3.0e-10 


Match length 


52 


% identity 


71 


NCBI Description 


(AF05307J5) late embryogenis abundant protein 




tabacumf 


Seq. No. - 


224874 


Seq. ID 


LIB3166-020-P1-K1-E8 


Method" " 


BLASTX ' 


NCBI GI 


g3341687 


BLAST score 


207 


E value 


2.0e-16 


Match length 


69 


% identity 


62 


NCBI Description 


(AC003672) putative ras protein [Arabidopsis 


Seq. No. 


224875 


Seq. ID 


LIB3166-020-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl771160 


BLAST score 


457 


E value , 


1.0e-45 


Match length 


131 


% identity 


71 


NCBI Description 


(X98929) SBT1 [Lycopersicon esculentum] 



31973 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI- Description 



>gi_3687305_emb_CAA06999_ (AJ006378) subtilisin-like 
protease [Lycopersicon esculentum] 

224876 

LIB3166-020-P1-K1-F1 

BLASTX 

g4190952 

314 

6.0e-29 

102 

62 

(AB022689) similar to hsr203J [Lycopersicon esculentum] 
224877 

LIB3166-020-P1-K1-F12 

BLASTX 

g2065013 

398 

3.0e-39 

118 

65 

(Y11650) cyclic phosphodiesterase [Arabidopsis thaliana] 
>gi_2832621_emb_CAA16750_ : (AL021711) cyclic 
phosphodiesterase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224878 

LIB3166-020-P1-K1-F2 
BLASTX 
gl706323 
248 

3.0e-21 
85 
56 

ORNITHINE DECARBOXYLASE (ODC) 
ornithine decarboxylase (EC 4 
>gi_871008_emb_CAA61121_ (X87847 
['Datura stramonium] 



>gi_2118242_pir_S64704 
1.1.17) - jimsonweed 

ornithine decarboxylase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



224879 

LIB3166-020-P1-K1-F4 . __ : - 

BLASTX 

g3036951 

368 

2.0e-35 

74 

96 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

224880 

LIB3166-020-P1-K1-F6 

BLASTX 

g4406819 

226 

1.0e-32 

133 

64 



31974 



NCBI Description (AC006201) unknown protein [Arabidq.ps is thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224881 

LIB3166-020-P1-K1-F9 

BLASTX 

g3334115 

670 

1.0e-70 

136 

63 

ADP, ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_24 63664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224882 

LIB3166-020-P1-K1-G1 

BLASTX 

g360GGGl 

389 

1.0e-37 
117 

6-3 

(AF080120) contains similarity to DNA binding proteins 
[Arabidopsis thaliana] 



Seq. No. 

-Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224883 

LIB3166-020-P1-K1-G12 

BLASTX 

g3757523 

202 

9.0e-16 

81 

57 

(AC005167) putative transportin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224884 

LIB3166-020-P1-K1-G2 
BLASTX 

g261872_l . _ 

292 

2.0e-26 

96 

65 

(U49072) IAA16 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224885 

LIB3166-020-P1-K1-G3 

BLASTX 

g4567228 

248 

2.0e-26 

83 

77, 

(AC007119) unknown protein [Arabidopsis. thaliana] 



Seq. No. 



224886 



31975 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI- 

•BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score- 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3166-020-P1-K1-G4 

BLASTX 

gl944216 

479 

3.0e-48 

105 

86 

(D8424 6) alcohol dehydrogenase [Arabidopsis thaliana] 
224887 

LIB3166-020-P1-K1-G5 

BLASTX 

g3901012 

184 

4 .0e-14 

72 
53 

(AJ130885) xyloglucan endotransglycosylase 1 [Fagus 
sylvatica] 

224888 

LIB3166-020-P1-K1-G6 

BLASTX 

g3212871 

240 

3.0e-20 

54 

78 

(AC004005) putative translation initiation factor 
[Arabidopsis thaliana] 

224889 

LIB3166-020-P1-K1-G7 

BLASTX 

gl72215 

200 

1.0e-15 

84 

49 

(J03530) RNA polymerase A (I ) la_rg_e _ subuni.t, ISaccharomyces . 
cerevislae] ^ 

224890 

LIB3166-020-P1-K1-G8 

BLASTX 

g585053 

208 

1.0e-16 

122 

38 

MITOTIC CONTROL PROTEIN DIS3 >gi_283075_pir A41944 mitotic 

control protein dis3+ - fission yeast (Schizosaccharomyces 
pombe) >gi_173381 (M74094) mitotic control protein 
[Schizosaccharomyces pombe] >gi_3650393_emb_CAA21102_ 
(AL031743) mitotic control protein dis3. 
[Schizosaccharomyces pombe] 



31976 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.. No. 
Seq. ID 
Method 
NCBI GI 
"BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224891 

LIB3166-020-P1-K1-H10 

BLASTX 

g4539414 

236 

9.0e-20 

103 

50 

(AL04 9524) putative subtilisin-like protease [Arabidopsis 
thaliana] 

224892 

LIB3166-020-P1-K1-H11 

BLASTX 

gl32805 

114 

5.0e-14 

95 
so 

60S RIBOSOMAL PROTEIN L17 (L23) (AMINO ACID 

STARVATION-INDUCED PROTEIN) (ASI) >gi_71282_pir R5RT17 

ribosomal protein L17 - rat >gi_57111_emb_CAA427 65_ 
(X60212) ribosomal protein L22 [Rattus norvegicus] 
>gi^57 682_emb_CAA41278_ (X58389) ribosomal protein L17 . 
[Rattus rattus] 

224893 

LIB3166-020-P1-K1-H3 

BLASTX 

g4210948 

236 

1.0e-24 

78 
78 

(AF085275) DnaJ protein [Hevea brasiliensis] 
224894 

LIB3166-020-P1-K1-H4 
BLASTX 

gl439609 _ . 

"587 
6.0e-61 
123 
96 

(U62778) delta-tonoplast intrinsic protein [Gossypium 
hirsutum] 

224895 • 

LIB3166-020-P1-K1-H8 

BLASTX 

g4490297 

401 

4.0e-39 

134 

57 

(AL035678) putative protein [Arabidopsis thaliana] 



31977 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224896 

LIB3166-021-P1-K1-A1 

BLASTX 

g2827548 

309 

2.0e-28 

120 

52 

(AL021635) cytochrome P450 - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224897 

LIB3166-021-P1-K1-A12 

BLASTX 

g485514 

197 

3.0e-15 
44 

o c 

KJ V 

ADR11-2 protein - soybean (fragment) 

>gi_2964 4 3_emb_CAA4 9341_ (X69640) auxin down regulated 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224898 . 

LIB3166-021-P1-K1-A5 

BLASTX 

g3256035 

231 

3.0e-19 

124 

44 

(Y14274) putative serine/threonine protein kinase [Sorghum 
bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match" length 

% identity 

NCBI Description 



224899 

LIB3166-021-P1-K1-A6 

BLASTX 

g!063415 

603 

7.0e-63 . • . _ _ ... - 

120" 

93 

(L40948) K+ channel protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224900 

LIB3166-021-P1-K1-A8 

BLASTX 

g2213599 

346 

9.0e-33 

120 

57 

(AC000348) T7N9.19 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



224901 

LIB3166-021-P1-K1-A9 
BLASTX 



31978 



NCBI GI 


g602076 


dLiAo i score 


COT 
/ 


E value 


n _ r /i 


Matcn lengtn 


1U / 


1 ftl A T"\ ^ 1 ^ If 

ts laencity 


9 "3 


NCBI Description 


(a/ /4Doj pentaineric poiyuoiguitin [LNicotiana taDacuinj 




9? A Q09 

Z Z *i .7 U Z 


beg. id 




Method 


BLASTX 


NCBI GI 


g3269289 


dt rot Qrnrp 


J X «J 


E value 


h . ue Z Z7 


Match length 


o y 


S- T /"H /f\ T"\ f 1 +* T» 

^ laenLiuy 


7 n 


\T /"^ O T /fN C "V* T V"\ T 

nldi uescription 


\ r\Lt U jU ? ' 0 / pULdtlve protein [>1J. aDlUOpSlS unallailaj 


o e CJ . LN O . 


Z Z 4 ?uj 


beg . ID 


T TkVl hh- n V 1 — PI — K 1 — W 1 1 


Method 


BLASTX 


NCBI GI 


g2829863 


dJjAo i score r . 




E value 


1 . ue — z y 


Matcn lengtn 


1U 0 


% identity 


o / ^- ^ ^ 


nld! Description 


tACUUzjyDj rUtative peroxiaase [Araoiaopsis tnananaj 


b e c[ . ln o . 


0 0 A Qfl4 


beg. id 


T TDTI ^C-HOI - D1 -Ifl -Q^ 
LlDjltJD Uf 1 rl J\l DJ 


Method 


BLASTX 


NCBI GI 


g4126399 


oiiAo i score 


4 oy 


E value 


A Ha- A 1 

h . ue — 4 / 


Match length 




% identity 


O 1 


Nttii Description 


^Aouii/yfij cnaicone lsomerase luitrus sinensis j 


Q o rr M/-\ 
O C CJ . LN O • 


Z Z 4 >U J 


oeq . i D 


T TR^I fi^ — 091 — PI — kH — R4 
lil O O XDD UzX lrX r\.X D*i 


Method . _ . 


BLASTX . . _ _ - - - - v - 


NCBI GI 


g2407639 


DT ACT a r>r\va 

dIjAo i score 


9^1 

z J 1 


E value 


0 Ha— 1 Q 

j . ue 1 y 


Match length 


IZ D 


* identity 


Q 

JO 


nldi Description 


(hj; uiozD j j protein pnospnatase D f ctru [Aenopus laevis 


oeg. no. 


oo/i one 
zz 4 y u d 


Caw t n 

beg. id 


lil DO 1 Do - Uz 1~ Ir 1 — 1\1— DO 




RT.ASTX 


NCBI GI 


g3242702 


BLAST score 


510 


E value 


6.0e-52 


Match length 


117 


% identity 


78 


NCBI Description 


(AC003040) hypothetical protein [Arabidopsis thaliana; 



31979 



O C tj • LN Q . 


224 907 






LIB3166-021-P1-K1-B6 

LlOJXvv \J X t X 1\X U \J 




Method 


BLASTX 




NCBI GI ' 


g4559331 




DT 7\ Q T 1 c T* o 


400 




f TT ^ 1 11 

Hj ValUc 






lYia ten xeng uii 


ft 3 




^ lU.cIlL.XLy 






Mf^DT Hq o p y" i v 4— t /-~» -pi 
INL^CX UcSOlipLlUIl 


rzXP007nft7^ nnlfnnwn nrnfpin 


r flrahi Hnn qiq fha 1 "i an,a 1 
[_ ni auiuu^oio unci X X CLX1C1 J 


Con KTn 

OCI4 • LNL> ■ 


1 Zr \J \J 




oeq > 1U 


T.TR31 fifi-021 -P1 -K"1 -R7 

JjlDJlUU U X tX 1\ X Or 




Method 


BLASTX 




NCBI GI 


g2736186 






■ 4 S4 

1 J *3 ' 




E value 








1 22 
x z. 




^ lUcllUlLy 


70 






Mi-FfV94-£2 3 \ rra 1 Hc-lnciH V'lri^^ea 


P urshi H ofi QIC i~r»a~l*iarial 


OC^i LN tJ • 


224 909 




oeq. ±u 


LlDJlOU U£.± xX I\l D-? 




Method 


BLASTX 




NCBI GI 


g2980770 




Dijrio i score 


OlJ 




E value 


O Oca— fid 

o . ue o y 




Match length 


1 

1ZD 




t> xcienLXL.y 






M f"™' O X £^ v i 4- t /-\ T"k 

lnl^di uescnption 


^ riXj \J £. XV O ) pULdLl VC LJXL7L.CX11 


Vi naQP TZXi^aWnH r\m qi q 't'ViaT t anal 
JVXllcLoC [ni auiuupolo Ulld X XcLLld J 


JCtj i LN • 


224 910 




O C ^ . X u 


LIB3166-021-P1-K1-C3 




\A 4~ 

i v ie Liioa. 


DlxriO 1 A 




NCBI GI 


g2947063 




BLAST score 


181 




III ValUc 


9 Ofa-1 3 




Match length 


7 7 




t> lueiiLity 


4 4 




LN^DX UcoL.1 lpLXUIl 


\ r\\~> \J\J t. *J C. X ) LJU.LCLl.XVC OCX / J.11X 






4- Vi 3 1 A ana 1 
LILcLXXcUlci J 


- 


O C-^ . LN KJ • 


224 911 




OcLj. X U 


T TRT1 fifi-091-PI-K'l -PS 

JjIDjIDD \J c. 1. t. X i\X 




Method 


BLASTX 




NCBI GI 


g2459431 




BLAST score 


387 




E value 


2.0e-37 




Match length 


110 




% identity 


73 




NCBI Description 


(AC002332) unknown protein 


[Arabidopsis thaliana] 



Seq. No. 224912 

Seq. ID LIB3166-021-P1-K1-C6 

Method , BLASTX 

NCBI GI- g3434969 

BLAST score 342 

E value 3.0e-32 



31980 



Match length, 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ' 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq". ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



80 
81 

(AB008104 )- ethylene responsive element binding factor 2 
[Arabidopsis thaliana] 

224913 

LIB3166-021-P1-K1-C8 

BLASTX 

g3860274 

209 

1.0e-16 

53 

72 

(AC005824) unknown protein [Arabidopsis thaliana] 
>gi_4314397_gb_AAD15607_ (AC006232) putative zinc finger 
protein [Arabidopsis thaliana] 



224914 
LIB316 
BLASTX 
gl7774 
242 

1.0e-2 

106 

53 

(U2842 
DNA-bi 
(U7915 



6-021-P1-K1-D1 

43 

0 



2) CCA1 [Arabidopsis thaliana] >gi_3510263 (AC005310) 
nding protein CCA1 [Arabidopsis thaliana] >gi_4090569 
6) CCA1 [Arabidopsis thaliana] 



224915 

LIB3166-021-P1-K1-D10 

BLASTX 

g4263821 

321 

8.0e-30 

116 

63 

(AC006067) hypothetical protein [Arabidopsis thaliana] 

224 916 _ _ __ ____ ... _. . 

LIB31 66-02 1-P1-K1-D2 

BLASTX 

g2281645 

228 

6.0e-19 

70 

61 

(AF003103) AP2 domain containing protein RAP2.10 
[Arabidopsis thaliana] >gi_2632063_emb_CAA05630_ (AJ002598) 
TINY-like protein [Arabidopsis thaliana] 

224917 

LIB3166-021-P1-K1-D3 

BLASTX 

g730645 

430 

1.0e-42 



31981 



Match length 

% identity 

NCBI Description 



111 
79 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S4 3412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA80679_ 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB7044 9_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788, gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length" 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



224918 

LIB3166-021-P1-K1-D9 

BLASTX 

gll6343 

248 

3.0e-21 

122 

41 

BASIC ENDOCHITINASE PRECURSOR 
224919 

LIB3166-021-P1-K1-E10 

BLASTX 

g2618721 

292 

2.0e-26 . 

57 

89 

(U49072) IAA16 [Arabidopsis thaliana] 
224920 

LIB3166-021-P1-K1-E11 

BLASTX 

g3080423 

193 

8.0e-15 

85 

51 

(AL022604) putative protein [Arabidopsis thaliana] 
224921 

LIB3166-021-P1-K1-E12 

BLASTX 

g3434967 

197 

3.0e-15 

70 

57 

(AB008103) ethylene responsive element binding factor 1 
[Arabidopsis thaliana] 

224922 

LIB3166-021-P1-K1-E2 

BLASTX 

g3335337 

147 



31982 



E value 
Match length 
% identity 
NCBI Description 



2.0e^09 

34 

85 

(AC004512) Similar to acyl carrier protein, mitochondrial 
precursor (ACP) NADH-ubiquinone oxidoreductase 9.6 KD 
subunit (MYACP-1), gb_L23574 from A. thaliana. ESTs 
gb_Z30712, gb_Z30713 / gb_Z26204 / gb_N37975 and gb_N96330 
come from this gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq.' ID ~ " 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



224923 

LIB3166-021-P1-K1-E3 

BLASTX 

g2507300 

467 

2.0e-47 

123 

79 

ACTIVATOR 1 40 KD SUBUNIT (REPLICATION FACTOR C 40 KD 
SUBUNIT ) (Al 40 KD SUBUNIT) (R-F-C 40 KD SUBUNIT) (RFC40) 
>gi_1590811 (M87338) replication factor C, 40-kDa subunit 
[Homo sapiens] >gi_2914760 (AF045555) replication factor C 
subunit 2 [Homo sapiens] >gi_4506487_ref_NP__002905 . l_pRFC2_ 
replication factor C (activator 1) 2 (40kD) 

224924 

LIB3166-021-P1-K1-E6 

BLASTX 

g729470 

415 

8.0e-41 

104 

76 

MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 
(NAD-DEPENDENT FORMATE DEHYDROGENASE) (FDH) 

>gi_542089_pir JQ2272 formate dehydrogenase (EC 1.2.1.2) 

precursor, mitochondrial - potato >gi_297798_emb_CAA79702_ 
(Z21493) mitochondrial formate dehydrogenase precursor 
[Splanum tuberosum] 

224925 

LIB31~66-021-P1-K1-E7 " 

BLASTX 

g4375833 

430 

1.0e-42 

119 

66 

(AL021713) receptor serine/threonine kinase-like protein 
[Arabidopsis thaliana] 

224926 

LIB3166-021-P1-K1-E9 

BLASTX 

g3434973 

196 

3.0e-15 
73 



31983 



01 



Safe 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Sea. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



53 

(AB008106) ethylene responsive element binding factor 4 
[Arabidopsis thaliana] 

224 927* 

LIB3166-021-P1-K1-F10 

BLASTX 

gll70745 

595 

6.0e-62 

116 

100 

LATE EMBRYOGENES I S ABUNDANT PROTEIN LEA14-A >gi_167326 
(M88321) Group 4 late embryogenesis -abundant protein 
[Gossypium hirsutum] >gi_167328 (M88322) Group 4 late 
embryogenesis -abundant protein [Gossypium hirsutum] 

224928 

LIB31 66-02 1-P1-K1-F5 

BLASTX 

g2660676 

534 

9.0e-55 

125 

78 

(AC002342) Dreg-2 like protein [Arabidopsis thaliana] 
224929 

LIB3166-021-P1-K1-F7 

BLASTX 

g464621 

339 

6.0e-32 

118 

58 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 

>gi_19539_emb_CAA49175_ (X69378) ribosomal protein YL16 ■ 
[Mesembryanthemum crystallinum] 

224 930 

LIB3166-021-P1-K1-F8 

BLASTX 

g4454042 

381 

7.0e-37 

86 

79 

(AL035394) putative protein [Arabidopsis thaliana] 
224931 

LIB3166-021-P1-K1-F9 

BLASTX 

gll29145 

465 

1.0e-46 
122 



31984 



% identity 

NCBI Description 



79 - 

(X75329) acetyl-CoA C-acyltransf erase [Mangifera indica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224932 

LIB3166-021-P1-K1-G10 

BLASTX 

g2507421 

247 

1.0e-21 

58 

81 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG >gi_1800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi_44 90709_emb_CAB38843 . 1_ (AL035680) 
translation initiation factor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



224933 

LIB3166-021-P1-K1-G11 

BLASTX 

g2352492 

290 

4.0e-26 
121 
4 9 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_2352494 (AF005048) transport inhibitor 
response I [Arabidopsis thaliana] 

224934 

LIB3166-021-P1-K1-G12 

BLASTX ■ 

g466160 

198 

1.0e-15 

63 

60 

HYPOTHETICAL 9.8 KD PROTEIN ZK652.3 IN CHROMOSOME III 

>gi_630771_pir S44903 ZK652.3 protein - Caenorhabditis 

elegans >gi_289769 '(L14429) putative [Caenorhabditis 
elegans] _____ . ..... . . 

224935 

LIB3166-021-P1-K1-G2 

BLASTX 

g2498291 

243 

1.0e-20 

120 

45 

DIHYDRODIPICOLINATE REDUCTASE >gi_1651716_dbj_BAA1664 4_ 
(D90899) dihydrodipicolinate reductase [Synechocystis sp.] 

224936 

LIB3166-021-P1-K1-G4 

BLASTX 

g3335378 

439 



31985 



E value 
Match length 
% identity 
NCBI Description 



l-.0e-43 

90 

88 

(AC003028) Myb-related transcription activator [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

%- identity- 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224937 

LIB3166 

BLASTX 

g462195 

412 

2.0e-40 

86 

93 

PROTEIN 
>gi_100 
>gi_202 
>gi_378 
sativa] 



■021-P1-K1-G5 



TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

682_pir S21636 GOS2 protein - rice 

38_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 

9950 (AF094774) translation initiation factor [Oryza 



Seq. No. 
Seq. ID 
Method 



224938 

LIB3166-021-P1-K1-G6 

BLASTX 

g466160 

366 

5.0e-35 

84 

85 

HYPOTHETICAL 9 . 8 KD PROTEIN ZK652.3 IN CHROMOSOME III 

>gi_630771_pir S44903 ZK652 . 3 protein - Caenorhabditis 

elegans >gi_289769 (L14429) putative [Caenorhabditis 
elegans] 

224939 

LIB3166-021-P1-K1-G7 

BLASTX 

g3080371 

233 

2.0e-19 
62 

63 • • " ' " 

(AL022580) putative pectinacetylesterase protein 
[Arabidopsis thaliana] 

224940 

LIB3166-021-P1-K1-G8 

BLASTX 

g4220481 

186 

5.0e-14 

71 

55 

(AC006069) unknown protein [Arabidopsis thaliana] 
224941 

LIB3166-021-P1-K1-G9 
BLASTX 



31986 



NCBI GI 

BLAST score ■ 

E value 

Match length 

% identity 

NCBI Description 



g3335375 
428 

2.0e-42 
83 

93 ■ 

(AC003028) putative amidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224942 

LIB3166-021-P1-K1-H1 

BLASTX 

g480669 

454 

2.0e-45 

107 

80 

NADPH — ferrihemoprotein reductase (EC 1.6.2.4) - Jerusalem 
artichoke (fragment) >gi_1359894_emb_CAA81210_ (Z26251) 
NADPH-ferrihemoprotein reductase [Helianthus tuberosus] 



o e q • no. 


0 0 A Q A *5 

z £ h y 4 3 




T TR^1 fifi — 091 —PI —V"\ — H "3 
JjIdjidd UlI tri j\i no 


f\A /-n -4— V\ s m \ /-J 


DT 7\ QTV 


NCBI GI 


g2245005 


BLAST score 


•190 


Hi VqlUc 


C. ■ US 1 4 


^ 4" /"^ r\ 1 T™\ /~t 4" r\ 

LYiatcn lengun 


/ D 


t> identity 


0 O 


iNL/Di Ucbciipuion 


^£1:7/0*11^ nypo cne ticai protein , 


oeq • wo . 


0 0 A OA A 




T.TR^I 66-091 -PI —PCI -H4 


Method 


BLASTX 


NCBI GI 


g4490702 


BLAST score 


290 


E value 


4 .Oe-26 


Match length 


127 


% identity 


57 


NCBI Description 


(AL035680) hypothetical protei: 


Seq. No. 


224945 


Seq. ID 


LIB3166-021-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


gl00200 


BLAST score 


362 


E value 


1.0e-34 


Match length 


100 


% identity 


71 


NCBI Description 


chlorophyll a/b-binding protei] 


Seq. No. 


224946 


Seq. ID 


LIB3166-021-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2213583 


BLAST score 


320 


E value 


1.0e-29 


Match length 


114 


% identity 


54 



I precursor - tomato 



31987 



NCBI Description 



(AC000348) T7N9.3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224947 

LIB3166-021-P1-K1-H7 

BLASTX 

g2980788 

189 

2.0e-14 

124 

39 

(AL022197) putative protein [Arabidopsis thaliana] 
224948 

LIB3166-021-P1-K1-H8 

BLASTX 

g2462925 

428 

1.0e-42 

92 
87 

(AJ000053) GTP cyclohydrolase II / 

3, 4-dihydroxy-2-butanone-4-phoshate synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length- - - 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224949 

LIB3166-022-P1-K1-A10 

BLASTX 

gl800147 

351 

3.0e-33 

84 

77 

(U83655) membrane associated protein [Arabidopsis thaliana] 
224950 

LIB3166-022-P1-K1-A11 

BLASTX 

g4371290 

282 

3.0e-25 

91 " • " ' " 

59 

(AC006260) unknown protein [Arabidopsis thaliana] 
224951 

LIB3166-022-P1-K1-A12 

BLASTX 

g2642153 

168 

7.0e-12 

90 

38 

(AC003000) unknown protein [Arabidopsis thaliana] 
>gi_2795810 (AC003674) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 



224952 



31-988 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3166-022-P1-K1-A2 

BLASTX 

gl363484 

263 

5.0e-23 

121 

52 

IAA13 protein - Arabidopsis thaliana >gi_972929 (U18415) 
IAA13 [Arabidopsis thaliana] >gi_2459414 (AC002332) auxin 
inducible protein, IAA13 [Arabidopsis thaliana] 

224953 

LIB3166-022-P1-K1-A5 

BLASTX 

gl206005 

295 

1.0e-26 

65 

89 

(U42400) putative MADS-box family transcription factor 
[Pinus radiata] 



Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E .value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length "~ 

% identity 

NCBI Description 



224954 

LIB3166-022-P1-K1-A7 

BLASTX 

g99737 

566 

2. Oe-58 

128 

84 

NADPH — f errihemoprotein reductase (EC 1.6.2.4) - 
Arabidopsis thaliana >gi_16189_emb_CAA4 6815_ (X66017) 
NADPH- f errihemoprotein reductase [Arabidopsis thaliana] 

224955 

LIB3166-022-P1-K1-B1 

BLASTX 

g2811029 

587 

6.0e-61 _ _ _ 

129 " " " 

84 

ACETYLORNI THINE AMINOTRANSFERASE PRECURSOR (ACOAT) 
(ACETYLORNITHINE TRANSAMINASE) (AOTA) 
>gi_1944511_emb_CAA69936_ (Y08680) acetylornithine 
aminotransferase [Alnus glutinosa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224956 

LIB3166-022-P1-K1-B10 

BLASTX 

gl345919 

307 

1.0e-28 

66 

92 

APOCYTOCHROME F PRECURSOR >gi_984315 (U26948) cytochrome f 
precursor [Glycine max] 



31989 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%• identity 

NCBI Description 



224957 

LIB3166-022-P1-K1-B4 

BLASTX 

gl363483 

243 

1.0e-20 

63 

76 

IAA12 protein - Arabidopsis thaliana >gi_972927 (U18414) 
IAA12 [Arabidopsis thaliana] >gi_2494122 (AC002376) Match 
to Arabidopsis IAA12 (gb_U18414) . [Arabidopsis thaliana] 

224958 

LIB3166-022-P1-K1-B5 

BLASTX 

g3834323 

149 

1.0e-09 
50 

58 ■: ■ 

(AC005679) F9K20.25 [Arabidopsis thaliana] 

224959 • " 

LIB3166-022-P1-K1-B7 

BLASTX 

g2997755 

173 ■' 

2.0e-12 

98 

38 

(AF054823) TFIIH transcription/DNA repair factor p52 
subunit [Mus musculus] 

224960 

LIB3166-022-P1-K1-B8 

BLASTX 

gl439609 

559" 

1.0e-57 _ *- .„ ._ " .... .... 

il5 
53 

(U62778) delta-tonoplast intrinsic protein [Gossypium 
hirsutum] 

224961 

LIB3166-022-P1-K1-B9 

BLASTX 

gl351974 

502 

5.0e-51 

97 

100 

ADP-RIBOSYLATION FACTOR >gi_107 6788__pir S4 9325 

ADP-ribosylation factor - maize >gi_1076789_pir S53486 

ADP-ribosylation factor - maize >gi_55668 6_emb_CAA56351_ 
(X80042) ADP-ribosylation factor [Zea mays] 



31990 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



224962 

LIB3166-022-P1-K1-C12 

BLASTX 

g4468979 

345 

1.0e-32 

79 

81 

(AL035605) putative protein [Arabidopsis thaliana] 
224963 

LIB3166-022-P1-K1-C3 

BLASTX 

gl220196 

410 

4.0e-54 

107 

99 

(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 
224964 

LIB3166-022-P1-K1-C6 

BLASTX 

g3107905 

440 

9.0e-44 

117 

12 

(D85101) leaf ■ protein [Ipomoea nil] 
224965 

LIB3166-022-P1-K1-C7 

BLASTX 

g4512122 

219 

7.0e-18 

120 ... ■• 4 : 

47 

(AF131219) chorismate mutase 3 [Arabidopsis thaliana]. 
224966 

LIB3166-022-P1-K1-C8 

BLASTX 

g4249382 

437 

2.0e-43 

126 

67 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

224967 

LIB3166-022-P1-K1-C9 

BLASTX 

g584778 



31991 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



221 

5.0e-18 

115 

45 

PHOSPHO-2-DEHYDRO-3-DEOXYHEPTONATE ALDOLASE 2 PRECURSOR 
(PHOSPHO-2-KETO-3-DEOXYHEPTONATE ALDOLASE 2) (DAHP 
SYNTHETASE 2) ( 3-DEOXY-D-ARABINO-HEPTULOSONATE 7-PHOSPHATE 
SYNTHASE 2) >gi_542033_pir S40412 

2-dehydro-3-deoxyphosphoheptonate aldolase (EC 4.1.2.15) 2 
precursor - tomato >gi_410488_emb_CAA7 9856_ (Z21793) 
phospho-2-dehydro-3-deoxyheptonate aldolase [Lycopersicon 
esculentum] 



Seq. No. 


224968 ^ 


Seq. ID 


LIB3166-022-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g2618731 


BLAST score 


584 • 


E value 


1 , Oe-60 


Match length 


124 


% identity 


88 


NCBI Description 


(U49077) IAA21 [Arabidopsis thaliana] 


Seq. No. 


224969 


Seq. ID ■ 


LIB3166-022-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g68200 


BLAST score 


470 


E value 


3.0e-47 


Match length 


118 


% identity 


81 


NCBI Description 


f ructose-bisphosphate aldolase (EC 4.1 



chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
f ructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value " 

Match length 

% identity 

NCBI Description 



224970 

LIB3166-022-P1-K1-D4 

BLASTX 

g3434967 

344 

2.0e-32 "' " 

123 

62 

(AB008103) ethylene responsive element binding factor 1 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224971 

LIB3166-022-P1-K1-D5 

BLASTX 

g421867 

203 

1.0e-18 

115 

45 

ubiquitin / ribosomal protein CEP52 - turnip >gi_347064 
(L21898) ubiquitin/ribosomal protein [Brassica rapa) 
>gi_39-507 9_emb_CAA80863_ (Z24738) ubiquitin/ribosomal 



31992 



protein [Brassica rapa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST,, score 

E value* 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224972 . 

LIB3166-022-P1-K1-D8 

BLASTX 

g3885884 

580 

4 .Oe-60 

117 

91 

(AF093630) 60S ribosomal protein L21 [Oryza sativa] 
224973 

LIB3166-022-P1-K1-E1 

BLASTX 

g553107 

286 

1.0e-25 

105 

57 

(L04967) triosephosphate isomerase [Oryza sativa] 
224974 

LIB3166-022-P1-K1-E11 

BLASTX 

g3059095 

471 

2.0e-47 

97 

92 

(AJ001091) magnesium chelatase subunit [Glycine max] 
224975 

LIB3166-022-P1-K1-E3 

BLASTX 

g3334261 

232 

2.0e-19 

*54 

74 

METALLOTHIONEIN-LIKE PROTEIN "TYPE 2 >gi_1655851 (U61973 
metallothionein-like protein [Malus domestical 

224976 

LIB3166-022-P1-K1-E6 

BLASTX 

g3608412 

324 

4.0e-30 

122 

51 

(AF079355) protein phosphatase-2c [Mesembryanthemum 
crystallinum] 



Seq. No. 
Seq. ID 
•Method 



224977 

LIB3166-022-P1-K1-E8 
BLASTX 



31993 



NCBI GI g2244781 

BLAST score 242 

E value 2.0e-20 

Match length 12 6 

% identity 31 

NCBI Description (Z97335) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 224978 

Seq. ID LIB3166-022-P1-K1-F10 

Method BLASTX 

NCBI GI gl403522 

BLAST score 263 

E value 5.0e-23 

Match length 88 

% identity 59 

NCBI Description (X57187) chitinase [Phaseolus vulgaris] 



Seq. 



No. 

x.n 



Method 

NCBI GI 

'BLAST score 

E value 

Match length 

% • identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
1 BLAST score 
E value 
Match length 
% identity 
NCBI Description 



224979 
LIB316( 
BLASTX 
gll61575 
161 

5.0e-ll 

84 
50 

(X949.47) 



. 0 00-D1 . 



homeobox [Lycopersicon esculentum] 



224980 

LIB3166-022-P1-K1-F12 

BLASTX 

g2914709 

339 

7.0e-32 

87 

75 

(AC003974) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


224981 


Seq. ID 


LIB3166-022-P1-K1-F2 


Method - 


BLASTX 


NCBI GI 


g2160161 


BLAST score 


189 


E value 


3.0e-14 


Match length 


120 


% identity 


4 


NCBI • Description 


(AC000132) F21M12.7 gene product [Arabidopsis thaliana] 


Seq. No. 


224982 


Seq. ID 


LIB3166-022-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2462825 


BLAST score 


405 


E value, 


1.0e-39 


Match length 


90 


% identity 


86 


NCBI Description 


(AF000657) contains Procite 'RNP1' putative RNA-binding 




region [Arabidopsis thaliana] 



31994 



Seq. No. 

Seq. ID .... 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



£ Seq. No.. 

q Seq. ID 

fT Method 
NCBI GI 
BLAST score 

= E value 

U= Match length ' 

PI % identity 

f7 NCBI Description 

D Seq. No. 

O Seq. ID 

Q Method 
NCBI GI 
BLAST score 
E value 
Match length 
_ % identity " 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



224983 

LIB3166-022-P1-K1-G1 

BLASTX 

g4539383 

195 

5.0e-15 

86 

43 

(AL035526) putative protein (fragment) [Arabidopsis 
thaliana] 

224984 

LIB3166-022-P1-K1-G11 

BLASTX 

g541951 

320 

1.0e-29 

107 

60 

SPCP2 protein - soybean >gi_310578 (L12258) nodulin-26 
[Glycine max] 

224985 

LIB3166-022-P1-K1-G2 

BLASTX 

g3935170 

192 

1.0e-14 

132 

47 

(AC004557) F17L21.13 [Arabidopsis thaliana] 
224986 

LIB3166-022-P1-K1-G3 

BLASTX 

gl255954 

453 

3.0e-45 

105 _ 
77 

(Z70677) thioredoxin [Ricinus communis] 
224987 

LIB3166-022-P1-K1-G4 

BLASTX 

g3451411 

504 

3.0e-51 

140 

69 

(Z98761) seryl-tRNA synthetase [Helianthus annuus] 
224988 

LIB3166-022-P1-K1-G6 

BLASTX 

g2443878 



31995 





djuaoi score 


1 11 




E value 


0 . ue — 1 J . . 




Match length 


1 9 Q 
1 z 0 




% identity 


JO 




NCBI Description 


l/iouuzz y ft j unKnown protein L-HxaDiaopsis tnaiianaj 




064. NO. 


994 QP. Q 

Z Z ft ?07 




beg. 1U 


T TR^I ££ — 099 — PI — 1 — n 
IilDOlOD UZi rlM « / 




Metnoa 


RT 7A QTY 
DL/iO 1 A 




NCBI GI 


g2146739 




BLAST score 


373 




Jj value 


/ . Uc JO 




Match length 


1 1 Z 




% identity 


DD 




Wool Ucscription 


nexoKiiiase ^ejU z ■ / • i • i j 1 hx aDiaopsis tnaiiana ^yi o 






(uzozifi; nexoKinase i [/iraoiuopsis tnaiiana j 




oeq . JNO . 


9 9 A QQH 
z z ft 5 y u 




beg. id 


T TH^I £ £ — 099 — D1 — Wl _PQ 
LIdjI d d — IJX 4 — K± — £\1— IjO 




Method 


BLASTX 




NCBI GI 


g3582333 




biiAoi score 


1 Q Q 


^ — 


E value 


z . ue — 1 o 


s|bs 


Match length' 


Q O 

yz 




% identity 


/t T 
41 / 


M= 


NCBI Description 


(Abuu j4?d) nypoiiner. icai protein L^J-aDiaopsis tnaiianaj 


fH ■ 


oeg . mo . 


z z .*± yyi 




beg. lu 


T TD^I £C_n99_D1 _l^1 _PQ 

LIdjIO D — UZZ - tr L — J\l — by 




Method 


BLASTX 


D 


NCBI GI 


g2829863 




tsjjAo 1 score 


jUD 




E value 


o . ue — z 0 


: ""s 


Match length 


1 n 1 




$ laeniiuy 


0 0 




NCBI Description 


(AC002396) Putative peroxidase [Arabidopsis thaliana] 




beg. ln 0 . 


99 A QQ9 
Z Z *i 




beg. 1 u : . 


T TP"51 — H99 — Dl _U 1 




Method 


DT Zi QTY 


... 


NCBI- GI " 


g4 5444 43 ----- 




BLAST score 


159 




E value 


0 Ho— 1 1 

0 . ue 1 1 




Mducn lengtn 


Jft 




% identity 


Q 1 




KT f** D T I~\ np/^vi 4- -J a w 

DJLoi uescription 


(HLUUoDyz j putative mitocnonariai uncoupling protein 






[Arabidopsis thaliana] 




beg . ino ■ 


9 9 4 Q Q*5 




beg. iu 


T TD*51 ^^_H99 — Dl — VI _ U 1 O 
LIdjI DO UZZ r 1 l\l nlU 










NCBI GI 


g4210948 




BLAST score 


522 




E value 


2.0e-53 




Match length 


99 




% identity 


99 




NCBI Description 


(AF085275) DnaJ protein [Hevea brasiliensis] 



31996 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224994 

LIB3166-022-P1-K1-H2 

BLASTX 

gl842140 

164 

2.0e-ll 

103 

31 

(AB001024) similar to Saccharomyces cerevisiae ORM1 gene: 
EMBL Accession Number Y08687 [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224995 

LIB3166-022-P1-K1-H3 

BLASTX 

g3892054 

498 

2.0e-50 

121 

69 

(AC002330) putative glycosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST. score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST- score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224996 

LIB3166-022-P1-K1-H4 " 

BLASTX 

g4006890 

563* 

4.0e-58 

124 

84 

(Z99708) ubiquitin — protein ligase-like protein 
[Arabidopsis thaliana] 

224997 

LIB3166-022-P1-K1-H5 . 
BLASTX 

g3482967 1 * 

168 

9.0e-12 

4 6 ' " ' " " ' 
70 

(AL031369) Protein phosphatase 2C-lilce protein 
thaliana] >gi_4559345_gb_AAD23006. 1_AC006585_1 
protein phosphatase 2C [Arabidopsis thaliana] 

224998 

LIB3166-022-P1-K1-H7 

BLASTX 

gll07526 

345 

1..0e-32 

128 

53 

(X87931) SIEP1L protein [Beta vulgaris] 



[Arabidopsis 
(AC006585) 



Seq. No. 



224999 



31997 



.,Tn 

oeq . ' ID 


T TD"51 CC-nO"3-D1 _IM _ A 1 O 

LIdjIo d~UZ j"rl"i\.l*AlU 


Method 


QT J\ CTY 
Dij/iO 1 A 


NCBI GI 


_01 OQT3Q 

gziz y / 


BLAST score 


zyy 


E value 


3.0e-27 


Match length 


65 


% identity 


Q1 

y i 


Ntoi uescription 


Sllayyy IXKc Kinase etna niaJJXUupolo Ulldllalla 








f A ra^h i H nn qi 7 fh^l -i anal >rH 1697^16 pmh PAA701 44 fY0RQ47t 




snaggy iiKc Kinase etna (.riiaX-Jiuopoio unaiiana j 


oeq. NO. 




oeq. iu 




Method 


BLASTX 


NCBI GI 


g2829911 


DT ACT n ^/\v»/-\ 

dJuRo i score 


A "3 ^ 
i J j 


E value 




Match length 


1 i n 
1 1U 


% identity 




NCBI Description 


(Av^uuzzyij unknown protein [Hrauiaopsis tnaiianaj 


Seq. No. 


zz OUU 1 


Seq. ID 




Method " 


BLASTX 


NCBI GI 


■g2980760 


bijAoi score 


9 /I £ 
Z ft D 


E value 




Match length 


/ D 


'■. is identity 




NLBi Description 


(ALUzziyo j putative protein LmaDiaopsis tnaiianaj 


oeq. wo. 




oeq. iu 


T TR^I fifi-09^-Pl -Kl -R1 0 

L1DJ1DD \J £. O C ± I\ X D1U 


Method 


BLASTX 


NCBI GI 


g2662310 


dLiAo i score 


/l 1 9 


E value 


o rio /in 
z . ue— <t u 


Match length 


1 1 u 


* f /"* T™1 ^ *1 4" T 7 

t> laentiuy 


70 
/ U 


NUbi Description 


\/VDuuy ju / / Dpwi [noraeuin vuigarej 


oeq. ino . 


99 ^nn*^ 


oeq. iu 


LIdjIOD Uzj rl'IM dj 


Metnoa 


DT 7\ CTV 


NCBI GI 


-•JO / QAQ X 

goz4 yuo4 


BLAST score 


435 


E value 


4. Oe-43 


Match length 


1 9 T 
iz / 


$ identity 


9 9 


NCBI Description 


(AL-uu^^/o; oiiunar to rea— i (reiatea to tnioreaoxinj gene 




gb_X92750 from Mus musculus . ESTs gb_AA712687 and 




gb Z37223 come from this gene [Arabidopsis thaliana] 


Seq. No. 


225004 


Seq. ID 


LIB3166-023-P1-K1-B4 


Method 


BLASTX 



31998 



NCBI GI 



g2865623 



BLAST score 


434-. 


Hi V a -L Li C 


5.0e-43 


KA a 't - h 1 f-^ n ~t~ Vl 


1 O 1 ^ 

A. \J U 


^ luentiuy 


ao 




( AF04 S98 6^ 




fZnP— 4 — l/af n-fi — Hoov\/— F)— m a nnoQP - ^ ^-pn -J mora Qfi — 4 — roHnpi"a 




rZiraHn HnnQi q f ha 1 i ana 1 


Sea No 


225005 


Seq. ID 


LIB3166-023-P1-K1-B6- 


Method 


BLASTX 


NPRT (IT 


U Ji JJi / £■ 




978 


£j val Lit; 




M^tph 1 pnnth 


70 


St i Honi" i i" w 






/rTQQ^OQ^ f "i hor annovi n rCriQQ \nr\ i nm hi T" qii t" nin 1 

\\JOy\J\Jjf J LJJCI CtlliiC A±ll [uUOOy^lUllt 11JLX O Li L. LAill j 


O fcr . IN u • 


99^006 


Seq. ID 


LIB3166-023-P1-K1-B7 


Method 


BLASTX 


MPDT (IT 
IN^,,DX OX 


rr^S R4 7 4 




1 HQ 


E value 


x • ue xz. 


flat cn xciiy L.n 




% laenuiLy 




in^dx uescripiion 


^riv^U U f± c. x O ) Uii.K.riOWil prOUcin |_i-lxaJJ±UCjpoxo L,nd± J.aila. J 


OcLj* LN U . 


99^007 


C pn T n 
JCL] . 1U 


LilOjiuO U£ J IT X I\X O Z7 




DXjr"LO 1 A. 


NCBI GI 


g3249084 


BLAST score 


235 


E vslue 




Ma ^ pVi 1 o n n "t~ Vi 
LriatC^il xeliyLIl 


Q7 


9t 1 Han't" i +* xr 


90 


MPRT Dp qpt i nt" i on 


(Af , 00447* : n ^imi 1 Ar to rpd- 1 ( rp] afpd t*o 1"h \ orpHny \ n \ 




rth YQ97 c iO "p-mm Mn <3 mnQfnl hq RCTc rrh AA719687 anH 




rrni 7 *3 7 9 9 rr»Tno t 7 t~otti t*hi q o:<ano r&rahi H r\r\ q "i q fha 1 1 ana 1 
y kj j / j o^illc x x win Lino y cue l rax aJJiuuLjioiD uiidx latio. j 


Seq. No. 


225008 


Seq. ID 


LIB3166-023-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3785972 


BLAST score 


130 


E value 


2.0e-18 


Match length 


83 


% identity 


75 



NCBI Description 



(AC005560) putative auxin transport protein [Arabidopsis 
thaliana] >gi_4262249_gb_AAD14542_ (AC006200) putative 
auxin transport protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



225009 

LIB3166-023-P1-K1-C3 

BLASTX 

gl00454 



31999 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



395 

2.0e-38 

88 

86 

photosystem II oxygen-evolving complex protein 1 - potato 
>gi_809113_emb_CAA35601_ (X17578) 33kDa precursor protein 
of oxygen-evolving complex [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225010 

LIB3166-023-P1-K1-C4 

BLASTX 

g3150402 

189 

3.0e-14 

90 

56 

(AC004165) putative malonyl-CoA: Acyl carrier protein 
transacylase [Arabidopsis thaliana] 



Qpn NO 


225011 


Seq. ID 


LIB3166-023-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g445613 


BLAST score 


305 


E value 


7.0e-28 ,. 


Match length 


113 


% identitv 


58 


NCBI Description 


ribosomal protein L7 [ Solanum tuberosum] 


Sea No . 


225012 


Seq. ID 


LIB31 66-02 3-P1-K1-C7 




BLASTX 


NCBI GI 


g3377509 


BLAST score 


348 


E value 


6.0e-33 


Match length 


88 


% identity 


83 


NCBI Description 


(AF056027) auxin transport protein REH1 [Oryza sativa] 


Seq. No. 


225013 


Seq. ID- 


LIB3166-023-P1-K1-C8 ' " " " 


Method 


BLASTX 


NCBI GI 


g571519 


BLAST score 


146 


E value 


2.0e-09 


Match length 


62 


% identity 


9 


NCBI Description 


(U16852) polyubiquitin [Gracilaria verrucosa] 




>gi_1095488_prf 2109223A poly-ubiquitin [Gracilaria 




verrucosa] 


Seq. No. 


225014 


Seq. ID 


LIB3166-023-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g2244811 


BLAST score 


164 


E value 


2.0e-ll 



32000 



Match length 
% identity * + 1 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. - - - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



77 
53 

(Z97336) unnamed protein product [Arabidopsis thaliana] 
225015 

LIB3166-023-P1-K1-D1 

BLASTX 

g544134 

157 

1.0e-10 

49 

61 

DNA- DAMAGE-REPAI R/TOLERAT ION PROTEIN DRT100 PRECURSOR 

>gi_99720_pir S228 63 hypothetical protein - Arabidopsis 

thaliana >gi_421844_pir A4 6260 RecA functional analog 

DRT100 - Arabidopsis thaliana (fragment) 

225016 

LIB3166-023-P1-K1-D11 

BLASTX 

gll69476 

268 

9.0e-25 

123 

67 

ELONGATION FACTOR 1 -ALP HA (EF-1-ALPHA) ( VI TRONECT I N-L I KE 
ADHESION PROTEIN 1) (PVN1) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 

225017 

LIB3166-023-P1-K1-D12 

BLASTX 

gl531758 

259 

2.0e-22 

55 

84 

(X98772) AUX1 [Arabidopsis thaliana] >gi_3335360 (AC003028) 
unknown protein [Arabidopsis thaliana] 

225018 - ~ " " " " " 

LIB3166-023-P1-K1-D6 

BLASTX 

g3928150 

236 

1.0e-40 

125 
72 

(AJ13104 9) hypothetical protein [Cicer arietinum] 
225019 

LIB3166-023-P1-K1-D7 
BLASTX 

g4379369 * 
179 

2.0e-13 
77 



32001 



% identity 

NCBI Description 



■28 ff . 

(X90560) Calmodulin [Cloning vector pBluescript] 





Seq. No. 


225020 




Seq. ID 


LIB3166-023-P1-K1-D8 
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Seq. No. 


225021 
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Seq. No. 


225022 




Seq. ID 


LIB3166-023-P1-K1-E11' 


; _s 


Kie tnoa 


DLir\0 1 A 


y = 


MOOT CT 


rt 1 07 ££9 1 
yxU / DD^l 
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DiiAoi score 


4 fi 7 
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hi vaiue 
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Match length 


1 1 n 




% identity 
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Seq. No. 


225023 




Seq. ID . 


LIB3166-023-P1-K1-E4 
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OXxriO 1 A 




\TPDT r*T 


rr 4 4 QD7 H ^ 




DLii\oi score 
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UilCtXXCtllCtJ 




Seq. No. 


225024 




Seq. ID 


LIB3166-023-P1-K1-E5 




Method 


BLASTX 




NCBI GI 


gl458245 




BLAST score 


270 




E value 


8.0e-24 




Match length 


128 




% identity 


46 




NCBI Description 


(U64834) coded for by C. elegans cDNA cml7al; 



coded for by 

C. elegans cDNA cm7gl; coded for by C. elegans cDNA 
CEMSE26F; similar to methyltransf erases [Caenorhabditis 



32002- 



elegans] 



Seq. No. 


225025 


Seq. ID 


LIB3166-023-P1-K1-E6 


Met - hoH 


RLASTX 


NPRT 


nd 508068 

y " «j w u u u u 


O T 7\ C T 1 CPfifp 


155 

x _j -j 


Cj vai u~ 


3 . 0e-10 


lid <_ v — J. i iciiy L-ii 
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& i Honi"i 1"u 


68 


MPRT Dp s p*r "i r»i~ i on 


(AP0058821 3063 TArabidoD^i <? thalianal 


Seq. No. 


225026 


Seq. ID 


LIB3166-023-P1-K1-E7 




RLASTX 

i— ' UfiJ X <\ 


NPRT 
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ill vai uts 
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^ lUCilLl Ly 
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NPRT Dpqr r "i nf "i nn 
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Seq. No. 


225027 


Seq. ID 


LIB3166-023-P1-K1-E8 
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Hi vai. Lit; 
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^ X(ueIlL.-L l»y 


J o 


NPRT Dpcjprinti on 


(7973431 th i opstera homoloci [Arabi dnn^i ^ thai i anal 


Seq. No. 


225028 


Seq. ID 


LIB3166-023-P1-K1-F5 


Method 


BLASTX 


NPRT QJ 


rr?8?7 54 9 




4^1 


E value 




Mairh 1 on n't" h 
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Sea No 


225029 


Seq. ID 


LIB3166-023-P1-K1-G1 


Method 


BLASTX 


NPRT PT 

LN V—/ LJ X OX 






14 6 


E value 


2.0e-20 


Match length 


64 


ts luenuiuy 


8 4 


NCBI Description 


(AF097922) granule-bound glycogen (starch) synthase 




[Astragalus membranaceus] 


Seq. No. 


225030 


Seq. ID 


LIB3166-023-P1-K1-G10 


Method 


BLASTX 




32003 



NCBI GI 


g4455177 


BLAST score 


434 


R va 1 tip 

Hi VOX UC 


5 . Oe-43 


Mafch 1 enrrrh 


120 


% identitv 


70 


NPRT Dp<?rririi"ion 


(AL035521} outativG Drotein rArabidoDsis thalianal 


Seq. No. 


225031 


Seq. ID 


LIB3166-023-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2459419 


BLAST score 


216 


E value 

X_J V U- ^» w 


2.0e-17 


March lenath 


126 


% identity 


46 


NCBI Description 


(AC002332) hvDothetical Drotein TArabidoDsis thalianal 


Seq. No. 


225032 


Seq. ID 


LIB3166-023-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3451075 


BLAST score 


536 


R vfl 1 hp 


4.0e-58 


l 1Q. L> Oil 1C11U L. i 1 


128 


% iHpnt" i t" v 


86 


NPRT Dpsrri nt" i on 


fATi0313?6} nutative orotein f ArabidoDS i s thalianal 


Seq. No. 


225033 


Seq. ID 


LIB3166-023-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g4580523 


BLAST score 


279 


E value 


7.0e-25 


Mat rh Ipncrth 


126 


% identity 


39 


NPRT Dp^rri tit i on 


(AF036305) scarecrow— like 8 TArabidoDsis thalianal 


Seq'. No. 


225034 


Seq. ID 


LIB3166-023-P1-K1-H10 


Met hod 


BLASTX 


NCBI G.I„ - J. 


g417154 - - - - - • " - ' " ' 


BLAST score 


668 


E value 


2.0e-70 


Match length 


130 


% identitv 

O ^ X X \mm .X, \- J 


98 


NCBI Descriotion 

L ^ V^XV X. L/W X* J» ^— <X> x/X X 


HEAT SHOCK PROTEIN 82 >ai 100685 oir S25541 heat shock 




Drotein 82 — rice ( strain Tainhuncr Nati ve One ) 




>ai 20256 emb CAA77978 (Z11920) heat shock orotein 82 




(HSP82) TOrvza satival" 


Seq. No. 


225035 


Seq. ID 


LIB3166-023-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3402678 


BLAST score 


191 


E value 


2.0e-14 


Match length 


53 



32004 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 

(AC004 697) putative adenylate kinase [Arabidopsis thaliana] 
225036 

LIB3166-023-P1-K1-H12 

BLASTX 

g2833389 

350 

2.0e-33 

86 

41 

SOLUBLE GLYCOGEN (STARCH) SYNTHASE PRECURSOR (SS III) 
>gi_1200154_emb_CAA65065_ (X95759) glycogen (starch) 
synthase [Solanum tuberosum] 

225037 

LIB3166-023-P1-K1-H4 

BLASTX 

ql353352 

272 

5.0e-32 

115 

57 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
-BLAST score- 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225038 

LIB3166-023-P1-K1-H5 

BLASTX 

g2982458 

272 

5.0e-24 

81 

67 

(AL022223) putative protein [Arabidopsis thaliana] 
225039 

LIB3166-023-P1-K1-H6 

BLASTX 

gll71579 

173 - " " " 

3.0e-15 

83 

60 

(X95342) cytochrome P450 [Nicotiana tabacum] 
225040 

LIB3166-023-P1-K1-H7 

BLASTX 

g3046821 

311 

1.0e-28 
56 

96 ' . 

(AB004785) homeobox gene [Nicotiana tabacum] 



Seq. No. 



225041 



32005 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
"NCBI GI 
BLAST score 
E value, 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length - 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3166-023-P1-K1-H8 

BLASTX 

gl36251 

172 

2.0e-12 

63 

60 

TRYPTOPHAN SYNTHASE BETA CHAIN 1 PRECURSOR 

>gi_99767_pir A31393 tryptophan synthase (EC 4.2.1.20) 

beta chain - Arabidopsis thaliana >gi_166892 (M23872) 
tryptophan synthase beta subunit [Arabidopsis thaliana] 

225042 

LIB3166-023-P1-K1-H9 

BLASTX 

g3434967 

225 

1.0e-18 

77 
58 

(AB008103) ethylene responsive element binding factor 1 
[Arabidopsis thaliana] 

225043 

LIB3166-024-P1-K1-A1 

BLASTX 

g2147165 

477 

5.0e-48 

113 

52 

calmodulin - Bidens pilosa >gi_9398 60_emb_CAA61980_ 
(X89890) Calmodulin [Bidens pilosa] 

225044 

LIB3166-024-P1-K1-A3 

BLASTX 

g2880043 

159 

8.0e-ll 

62 - " ' " " ~\ 

48 

(AC002340) putative 3-hydroxyisobutyryl-coenzyme A 
hydrolase [Arabidopsis thaliana] 

225045 

LIB31 66-024 -P1-K1-A4 

BLASTX 

g3513745 

193 

6.0e-19 

112 

44 

(AF080118) contains similarity to reverse trancriptase 
(Pfam: rvt.hmm, score: 42.57) [Arabidopsis thaliana] 



Seq. No. 



225046 



32006 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

-Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity * 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



LIB3166-024-.P1-K1-A6 

BLASTX 

g3269293 

249 

2.0e-21 

88 

64 

(AL030978) putative protein [Arabidopsis thaliana] 
225047 

LIB3166-024-P1-K1-A8 

BLASTX 

gl815759 

194 

7.0e-15 

105 

40 

(U85499) pollen-specific protein [Phalaris coerulescens] 
225048 

LIB3166-024-P1-K1-B1 

BLASTX 

g3600032 

174 

1.0e-12 

38 _ 
87 

(AF080119) contains similarity to tropomyosin (Pfam: 
Tropomyosin. hmm, score: 14.57) and ATP synthase (Pfam: 
ATP-synt_B.hmm / score: 10.89) [Arabidopsis thaliana] 

225049 

LIB3166-024-P1-K1-B10 

BLASTX 

g28798.67 

396 

1.0e-38 

110 

68 

(AL021816) 40s ribosomal protein S17 [Schizosaccharomyces 
pombe]- - - " " " " 

225050 

LIB3166-024-P1-K1-B11 

BLASTX 

g4455199 

435 

3.0e-43 

116 

74 

(AL035440) putative protein [Arabidopsis thaliana] 

225051 - - • ' 

LIB3166-024-P1-K1-B12 

BLASTX 

g3063396 

542 



32007 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



At MRP 4 [Arabidopsis thaliana] >gi_3738292 
glut at hione-con jugate transporter AtMRP4 



1.0e-55 
126 
.81 

(AB012947) vcCyP [Vicia faba] 
225052 

LIB31 66-024 -P1-K1-B2 
BLASTX 
g2959767 
423 

1.0e-41 
108 
77 

(AJ002584) 
(AC005309) 

[Arabidopsis thaliana] 
225053 

LIB31 66-024 -P1-K1-B3 

BLASTX 

g586004 

530 

3.0e-54 

109 

89 

SUPEROXIDE DISMUTASE [CU-ZN] >gi_4 21962_pir S34267 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) - sweet potato 

>gi_542090_pir S40404 superoxide dismutase (EC 1.15.1.1) 

(Cu-Zn) - sweet potato >gi_311971_emb_CAA51654_ (X73139) 
superoxide dismutase [Ipomoea batatas] 

225054 

LIB3166-024-P1-K1-B4 

BLASTX 

g3776005 

213 

4.0e-17 

42 

98 

(AJ010466) RNA helicase [Arabidopsis thaliana] ^ 
225055 

LIB3166-024-P1-K1-B5 

BLASTX 

g4567253 

230 

4.0e-19 

118 

47 

(AC007070) putative serpin protein [Arabidopsis thaliana] 
225056 

LIB31 66-024 -P1-K1-B7 

BLASTX 

g3355475 

298 

4.0e-27 



32008 



Match length 

% identity 

NCBI Description 



66 
92 

(AC004218) ribosomal protein L23a [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225057 

LIB3166-024-P1-K1-B8 

BLASTX 

g2078561 

186 

7.0e-21 

106 

67 

(U96661) naringenin-chalcone synthase [Chrysosplenium 
americanum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225058 

LIB3166-024-P1-K1-C11 

BLASTX 

g2618721 

139 

1.0e-08 
45 

.62. 

(U49072) IAA16 [Arabidopsis thaliana] 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225059 

LIB3166-024-P1-K1-C12 *' 

BLASTX 

g4262226 

155 

3.0e-10 

31 
87 

(AC006200) putative protein kinase [Arabidopsis thaliana] 



225060 

LIB3166-024-P1-K1-C2 
BLASTX 
g4210948 
565 

E value - - . - -2 .-0e-58 - 
Match length 109 
% identity 96 

NCBI Description (AF085275) DnaJ protein [Hevea brasiliensis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



Seq. No. 225061 

Seq. ID LIB3166-024-P1-K1-C3 

Method BLASTX 

NCBI GI g3757527 

BLAST score 178 

E value 5.0e-13 

Match length 4 3 

% identity 84 

NCBI Description (AC005167) putative ribosomal protein L27 [Arabidopsis 
thaliana] 

Seq. No. 225062 



32009 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3166-024-P1-K1-C5 

BLASTX 

g3355468 

261 

3.0e-23 

63 

87 

(AC004218) 
thaliana] 



putative ribosomal protein L35 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E' value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI- Description" 



Seq. No. 

Seq. ID 

Method. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225063 

LIB3166-024-P1-K1-C6 

BLASTX 

g2194142 

500 

8.0e-51 

109 

84 

(AC002062) 
this gene. 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



225064 

LIB31 66-024 -P1-K1-C8 

BLASTX 

g2289003 

241 

2.0e-20 

55 

82 

(AC002335) membrane transporter Dl isolog [Arabidopsis 
thaliana] 

225065 

LIB3166-024-P1-K1-D12 

BLASTX 

g3582342 

221 

5.0e-18 
125 

41 ' _ _ __. 

(AC0054 96) putative f lavonol 3-o-glucosyltransf erase 
[Arabidopsis thaliana] 

225066 

LIB3166-024-P1-K1-D4 

BLASTX 

g3033386 

165 

2.0e-ll 

72 

46 

(AC004238) RING3-like protein [Arabidopsis thaliana] 
225067 

LIB3166-024-P1-K1-D5 

BLASTX 

g2245082 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seg. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

-Seq . I-D- - -- - " - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



518 . 
7.0e-53 
115 
84 

(Z97343) SCARECROW homolog [Arabidopsis thaliana] 
225068 

LIB3166-024-P1-K1-E1 

BLASTX 

g3947735 

280 

6.0e-25 

107 

51 

(AJ009720) NL27 [Solanum tuberosum] 
225069 

LIB3166-024-P1-K1-E10 

BLASTX 

g2289002 

350 

3.0e-33 

110 

65 

(AC002335) unknown protein [Arabidopsis thaliana] 
225070 

LIB3166-024-P1-K1-E12 

BLASTX 

gl346524 

601 

1.0e-62 

126 

90 

S-ADENOSYLMETHIONINE SYNTHETASE (METHIONINE 
ADENOSYLTRANSFERASE) (ADOMET SYNTHETASE) >gi_4 97900 
(M73430) S-adenosyl methionine synthetase [Populus 
deltoides] 

225071 

LIB3166-024-P1-K1-E4 " " " " " 

BLASTX 

g2342685 

424 

7.0e-42 

127 

65 

(AC000106) Contains similarity to Rhodococcus amidase 
(gb_D16207). ESTs gb_T20504 , gb_H36650, gb_N97423, gb_H36595 
come from this gene. [Arabidopsis thaliana] 

225072 

LIB3166-024-P1-K1-E6*""" 

'BLASTX 

gl871192 

156 

2.0e-10 
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Method 


BLAST X 
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<?pn No 


225074 


Sea ID 


LIB31 66-024 -P1-K1-E9 




BLASTX 


NCBI GI 


g3334322 


BLAST score 


451 
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Can 


225075 


Seq. ID 


LIB3166-024-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g886116 


BLAST score 


428 


E value 


2.0e-42 


Match length 


119 


% identity 


66 



NCBI Description 



(U27609) TCH4 protein [Arabidopsis thaliana] >gi_2952473 
(AF051338) xyloglucan endotransglycosylase related protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

-Method- - - 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



225076 

LIB3166-024-P1-K1-F4 

BLASTX- - 

gl351408 

419 

3.0e-41 

96 

81 

-VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) 

>gi_1076563_pir S51117 cystein proteinase - sweet orange 

>gi_633185_emb_CAA87720_ (Z47793) cystein proteinase (by 

similarity) [Citrus sinensis] >gi_1588548_prf 2208463A 

vascular processing protease [Citrus sinensis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



225077 

LIB3166-024-P1-K1-F5 

BLASTX 

gl518540 

574 



32012 



Ill 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI' GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method- .. - • 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ' ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



2.0e-59 

133 

86 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
225078 

LIB3166-024-P1-K1-F7 

BLASTX 

g4567279 

409 

4.0e-40 

112 

71 

(AC006841) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

225079 

LIB3166-024-P1-K1-F9 

BLASTX 

g2342682 

448 

1.0e-44 

114 

75 

(AC000106) .Contains similarity to^.Rattus AMP-activated 
protein kinase (gb_X95577) . [Arabidopsis thaliana] 

225080 

LIB3166-024-P1-K1-G11 

BLASTX 

g4580460 

293 

1.0e-26 

88 

69 

(AC006081) putative 26S Protease Subunit 4 [Arabidopsis 
thaliana] 

225081 

LIB3166-024-P1-K1-G2 
BLASTX - " — — " 

gl486472 
405 

1.0e-39 

92 

86 

(X99853) oxoglutarate malate translocator [Solanum 
tuberosum] 

225082 

LIB3166-024-P1-K1-G3 

BLASTX 

g2864622 

228 

7.0e-19 

100 

49 
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NCBI Description 



(AL021811) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 0 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 

BLAST score - - 
E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225083 

LIB3166-024-P1-K1-G5 

BLASTX 

g4539370 

337 

1.0e-31 

86 

73 

(AL049525) UDP-galactose 4-epimerase-like protein 
[Arabidopsis thaliana] 

225084 

LIB3166-024-P1-K1-G7 

BLASTX 

g3142303 

522 

2.0e-53 

127 

83 

(AC002411) Strong similarity to MRP-like ABC transporter 
gb_U92650 .from A. thaliana and canalicular multi-drug 
resistance protein gb_L4 9379 from Rattus norvegicus . 
[Arabidopsis thaliana] 

225085 

LIB3166-024-P1-K1-G8 

BLASTX 

g3650030 

217 

1.0e-17 

74 

53 

(AC005396) unknown protein [Arabidopsis thaliana] 
225086 

LIB3166-024-P1-K1-G9 

BLASTX 

g464981 

354 - - • " " 

1.0e-33 

65 

98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PRQTEIN) >gi_388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 

225087 

LIB3166-024-P1-K1-H1 

BLASTX 

g4099914 

279 

7.0e-25 

79 

71 

(U91857) ethylene-responsive element binding protein - 



32014 



homolog [Stylosanthes hamata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225088 

LIB3166-024-P1-K1-H10 

BLASTX 

g3660471 

590 

2.0e-61 

124 

91 

(AJ001809) succinate dehydrogenase flavoprotein alpha 
subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No... 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI • 

BLAST score - " " 
E value 
Match length 
% identity 
NCBI Description 



225089 

LIB3166-024-P1-K1-H12 

BLASTX 

gl25887 

196 

4.0e-15 

101 

45 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 

>gi_82092_pir S047 65 LAT52 protein precursor - tomato 

>gi_295812_emb_CAA33854_ (X15855) LAT52 [Lycopersicon 
esculentum] 

225090 

LIB3166-024-P1-K1-H2 

BLASTX 

g2702270 

302 

1.0e-27 

85 

66 

(AC003033) unknown protein [Arabidopsis thaliana] 
225091 ' 

LIB3166-024-P1-K1-H3 
BLASTX 

gll73256 _ __ „. 

572 

3.0e-59 

129 

88 

40S RIBOSOMAL PROTEIN S4 >gi_62 94 96_pir S45026 ribosomal 

protein S4 - upland cotton >gi_488739_emb_CAA55882_ 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



225092 

LIB3166-024-P1-K1-H4 

BLASTX 

g3894190 

208 

2.0e-16 

71 

54 
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NCBI Description 



(AC005662) putative RNA polymerase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225093 

LIB3166-024-P1-K1-H7 

BLASTX 

gl353193 

157 

1.0e-10 

71 

49 

O-METHYLTRANSFERASE ZRP4 (OMT) >gi_54218 6_pir JQ2268 

O-methyltransferase (EC 2.1.1.-) - maize >gi_404070 
(L14063) O-methyltransferase [Zea mays] 

225094 

LIB31 66-024 -P1-K1-H8 

BLASTX 

g2529342 

587 

5.0e-61 

112 

94 

(L76554) transketolase [Spinacia oleracea] 
225095 

LIB3166-024-P1-K1-H9 

BLASTX ' 

g4115914 

319 

2.0e-29 • 

117 

52 

(AF118222) contains similarity to Iron/Ascorbate family of 
oxidoreductases (Pfam: PF00671, Score=297.8, E=1.3e-85, 
N=l) [Arabidopsis thaliana] >gi_4539410_emb_CAB40043 . 1_ 
(AL04 9524) putative Fe ( II ) /ascorbate oxidase [Arabidopsis 
thaliana] 

225096 

LIB3166-025-P1-K1-A11 _ _____ . . 

BLASTX 

g3789911 

266 

2.0e-23 

117 

43 

(AF081802) developmental protein DG1118 [Dictyostelium 
discoideum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



225097 

LIB3166-025-P1-K1-A2 
BLASTX 
g289920 
-507 

1.0e-51 

104 

90 
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Sea No 


225098 


Sea. ID 


LIB3166-025-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3273243 


BLAST score 


582 


E value 


2.0e-60 


Match lenath 


127 
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Sea. No. 


225099 


Seq. ID 


LIB3166-025-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


a2660670 


BLAST score 


370 
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Sea No 


225100 

C+ £-> *m/ J- \J V 


OCL] • X U 


LIB31 66-025-P1-K1-A6 


Met hod 


BLASTX 


NCBI GI 


a2827559 


BLAST score 


162 


E value 


3.0e-ll 


Ma toh lencrth 


42 
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Sea No 


225101 


Seq. ID 


LIB3166-025-P1-K1-A7 


Method" - 


BLASTX 


NCBI GI 


g4454026 
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Sea . No . 


225102 


Seq. ID 


LIB3166-025-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g4335739 


BLAST score 


173 


E value 


2.0e-12 


Match length 


71 


% identity 


48 


NCBI Description 


(AC006248) hypothetical protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225103 

LIB3166-025-P1-K1-A9 

BLASTX 

g3552003 

666 

3.0e-70 

129 

97 

'(AF085083) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_3552005 (AF085084) alcohol dehydrogenase A [Gossypium 
hirsutum] >gi_3552007 (AF085085) alcohol dehydrogenase A 
[Gossypium hirsutum] >gi_4140632 (AF090165) alcohol 
dehydrogenase A [Gossypium hirsutum] >gi_4140634 (AF090166) 
alcohol dehydrogenase A [Gossypium hirsutum] >gi_4 140636 
(AF090167) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_4 140638 (AF090168) alcohol dehydrogenase A [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225104 

LIB3166-025-P1-K1-B11 

BLASTX 

g2462745 

288 

4.0e-26 

85 

60 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225105 

LIB3166-025-P1-K1-B2 

BLASTX 

gl843527 

444 

3.0e-44 

118 

76 

(U73747) annexin [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225106 

-LIB3166-025-P1-K1-B3 " ' " 

BLASTX 

g4469023 

229 

6.0e-19 

66 

83 

(AL035602) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



225107 

LIB3166-025-P1-K1-B4 

BLASTX 

g3395429 

318 

2.0e-29 

127 

50 
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NCBI Description 



(AC004683) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 




Seq. ID 


LIB3166-025-P1-K1-C11 


Method 


BLASTX 
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BLAST score 
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E value 
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% identity 
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225110 


Seq. ID 


LIB3166-025-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g2144271 


BLAST score 


597 


E value 


4.0e-62 


Match length 


127 


% identity 


91 


NCBI Description 


trans-cinnamate 4-monooxygenase (EC 1.14.13.11) C ■ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E -value - ~ ' 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 

Seq. No. 
Seq. ID 



kitakamiensis (fragment) >gi_1777372_dbj_BAA11578_ (D82814! 
cinnamic acid 4 -hydroxylase [Populus kitakamiensis] 

225111 

LIB3166-025-P1-K1-C5 

BLASTX 

gl220196 

537 _ ^ _ ____ 

4 . 0e-55 ^ 

115 

87 

(U4 9061) alcohol dehydrogenase 2a [Gossypium hirsutum] 
225112 

LIB3166-025-P1-K1-C6 

BLASTX 

g3805845 

463 

2.0e-46 

118 

73 

(AL031986) putative protein [Arabidopsis thaliana] 
225113 

LIB3166-025-P1-K1-C7 



32019' 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

-Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value" 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl31392 

331 

6.0e-31 

104 

68 

OXYGEN- EVOLVING ENHANCER PROTEIN 2 PRECURSOR (OEE2) (23 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81479_pir S00005 photosystem II oxygen-evolving 

complex protein 2 precursor - spinach 
>gi_21265_emb_CAA29055_ (X05511) 23 kDa OEC protein 

[Spinacia oleracea] >gi_225596_prf 1307179A luminal 

protein 23kD [Spinacia oleracea] 

225114 

LIB3166-025-P1-K1-C8 

BLASTX 

g4097579 

44 1 

7.0e-44 

92 

89 

(U64922) NTGP1 [Nicotiana tabacum] 
225115 

LIB3166-025-P1-K1-D1 

BLASTX 

g3738293 

410 

3.0e-40 

95 

78 

(AC005309) putative CCAAT-binding transcription factor 
subunit A (CBF-A) [Arabidopsis thaliana] 

225116 

LIB3166-025-P1-K1-D2 

BLASTX , - 

g509163 

336 _ _ . . 

2 . Oe-35 

102 

69 

(X69193) cyprosin [Cynara cardunculus] 



225117 

LIB3166-025-P1-K1-D5 

BLASTX 

g3080401 

438 

2.0e-43 

112 

77 

(AL022603) putative protein 
>gi_4455265_emb_CAB36801. 1_ 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
(AL035527) putative protein 



32020 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225118 

LIB3166-025-P1-K1-D6 

BLASTX 

g4510376 

371 

1.0e-35 

83 

78 

(AC007017) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Descriiotion 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score" 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%" identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score , 
E value 
Match length 
% identity 



225119 

LIB3166-025-P1-K1-D7 

BLASTX 

g3763916 

200 

1.0e-15 

103 

45 

(AC004 4 50) unknown protein [Arabidopsis thaliana] 
>gi_4531439_gb_AAD22124.1_AC006224_6 (AC006224) unknown 
protein [Arabidopsis thaliana] 

225120 

LIB3166-025-P1-K1-E1 

BLASTX 

g3367523 

340 

4.0e-32 

88 

74 

(AC004392) ESTs gb_AA728658 and gb_N95943 come from this 
gene. [Arabidopsis thaliana] 

225121 

LIB3166-025-P1-K1-E10 

BLASTX. 

gll8564 

531 

2.0e-54 
125 

82 

GLYCERATE DEHYDROGENASE (NADH-DEPENDENT HYDROXY PYRUVATE 

REDUCTASE) (HPR) (GDH) >gi_65955_pir DEKVG glycerate 

dehydrogenase (EC 1.1.1.29) - cucumber 
>gi_18264_emb_CAA414 34_ (X58542) NADH-dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_18275_emb_CAA327 64_ (X14 609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 

225122 

LIB3166-025-P1-K1-E3 

BLASTX 

gl352821 

537 

4.0e-55 

107 

95 



32021 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
:NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 'PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

225123 

LIB3166-025-P1-K1-E4 

BLASTX 

g3421096 

516 

1.0e-52 

114 

89 

(AF043528) 20S proteasome subunit PAG1 [Arabidopsis 
thaliana] >gi_3885332 (AC005623) proteasome component 
[Arabidopsis thaliana] 

225124 

LIB3166-025-P1-K1-E5 

BLASTX 

g4567319 

558 

1.0e-57 

124 

87 

(AC005956) putative copper amine oxidase [Arabidopsis 
thaliana] 

225125 

LIB3166-025-P1-K1-E8 

BLASTX 

gl706318 

268 

1.0e-23 
106 

55 • • - 

GLUTAMATE DECARBOXYLASE (GAD) (ERT Dl) 

>gi_1362098_pir S56177 probable glutamate decarboxylase - 

tomato >gi_995555_emb_CAA56812_ (X80840) homology to 
pyrdxidai-5 ' -phosphate-dependant glutamate decarboxylases; 
putative start codon [Lycopersicon esculentum] 

225126 

LIB3166-025-P1-K1-F10 

BLASTX 

gl220196 

538 

3.0e-55 

114 

89 

(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 
225127 

LIB3166-025-P1-K1-F11 

BLASTX 

g2894306 



.32022 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



471 

2.0e-47 . 
122 

80.. 

(AJ223329) ubiquitin . extension protein [Nicotiana tabacum] 
225128 

LIB3166-025-P1-K1-F3 

BLASTX 

g477280 

230 

4.0e-19 

57 

70 

mitochondrial processing peptidase (EC 3.4.99.41) 55K 
protein precursor - potato >gi_410633_bbs_136740 cytochrome 
c reductase-processing peptidase subunit I, MPP subunit I, 
P55 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 

NCBI GI 

BLAST "score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225129 

LIB3166-025-P1-K1-F5 

BLASTX 

gll8564 f 

215 ' 

1.0e-23 

82 

78 . 

GLYCERATE DEHYDROGENASE (NADH- DEPENDENT HYDROXY PYRUVATE 

REDUCTASE) (HPR) (GDH) >gi_65955_pir DEKVG glycerate 

dehydrogenase (EC 1.1.1.29) - cucumber 
>gi_18264_emb_CAA41434_ (X58542) NADH-dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_18275_emb_CAA32764_ (X14 609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 

225130 

LIB3166-025-P1-K1-F6 

BLASTX 

g2286153 

614 

4 .0e-64 

126 

95 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 
225131 

LIB3166-025-P1-K1-F9 

BLASTX 

gll43427 

548 

2.0e-56 

127 

88 

(X73961) heat shock protein 70 [Cucumis sativus] 



Seq. No. 



225132 



32023 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 

NCBI GI r „ , - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3166-025-P1-K1-G3 

BLASTX 

g3367522 

323 

5.0e-30 

105 

61 

(AC004392) 
thaliana] 



EST gb_T04 691 comes from this gene. [Arabidopsis 



225133 

LIB3166-025-P1-K1-G4 

BLASTX 

g.82519 

215 

2.0e-17 

68 

69 

hypothetical 15K protein (trnH-trnV intergenic region) - 
rice chloroplast >gi_12029_emb_CAA33937_ (X15901) ORF137 
[Oryza sativa] >gi_12073_emb_CAA33925_ (X15901) ORF137 

[Oryza sativa] >gi_226651_prf 1603356CB ORF 137 [Oryza 

sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 

E value — 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description. 



225134 

LIB3166-025-P1-K1-G5 

BLASTX 

g2435511 

172 

2.0e-12 

59 

58 

(AF024504) contains similarity to prolyl 4-hydroxylase 
alpha subunit [Arabidopsis thaliana] 

225135 

LIB3166-025-P1-K1-G6 

BLASTX' 

gll73137 

498 

1.0e-50 - -"- " " " " " " 

98 

94 

DNA-DIRECTED RNA POLYMERASE II 19 KD POLYPEPTIDE (RNA 

POLYMERASE II SUBUNIT 5) >gi_322700_pir B44457 RNA 

polymerase II fifth largest subunit - Glycine max=soybeans 
>gi_170052 (M90504) RNA polymerase II [Glycine max] 

225136 

LIB3166-025-P1-K1-G8 

BLASTX 

g3935147 

373 

7.0e-36 

117 

62 

(AC005106) T25N20.11 [Arabidopsis thaliana] 



32024 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225137 

LIB3166-025-P1-K1-H10 

BLASTX 

g3128228 

146 

3.0e-09 

32 

84 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi__3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No'V 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225138 

LIB3166-025-P1-K1-H6 

BLASTX 

g 4544443 

166 

1.0e-ll 

34 

94 

(AC006592) putative mitochondrial uncoupling protein 
[Arabidopsis thaliana] 

225139 ■ . 

LIB3166-025-P1-K1-H8 

BLASTX 

g3004560 

433 

6.0e-43 

97 

81 

(AC003673) putative ATP binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value" ~ ' 

Match length 

% identity 

NCBI Description 



225140 

LIB3166-026-P1-K1-A1 
BLASTX 

g2462762 <v 
325 

-3.0e-30- 
120 
57 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225141 

LIB3166-026-P1-K1-A10 

BLASTX 

g2213624 

378 

2.0e-36 

126 

60 

(AC000103) 



F21J9.16 [Arabidopsis thaliana] 



Seq. No. 



225142 
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Seq. ID 

Method 

NCBI GI- 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3166-026-P1-K1-A11 

BLASTX 

g2463569 

318 

2.0e-29 

68 

85 

(AB007503) 



squalene synthase [Glycine max] 



225143 

LIB3166-026-P1-K1-A5 

BLASTX 

gl076626 

452 

3.0e-45 

120 

72 

glycine rich protein - common tobacco 
>gi_790473_emb_CAA5R702_ (X83731) soli 
protein [Nicotiana tabacum] 



tit rr> n. r> cs 
«—»•«<= 



J. JLV_.11 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225144 

LIB3166-026-P1-K1-A6 
BLASTX 

g4056432 .. 
560 

8.0e-58 

124 

81 

(AC005990) Similar to gi_2245014 glucosyltransf erase 
homolog from Arabidopsis thaliana chromosome 4 contig 
gb_Z97341. ESTs gb_T20778 and gb_AA586281 come from this 
gene. [Arabidopsis thaliana] 

225145 

LIB31 66-02 6-P1-K1-A8* 

BLASTX 

g3955021 

214 

4.0e-31 

106 " - " " " " " " 

72 

(AJ010811) HB2 homeodomain protein [Populus tremula x 
Populus tremuloides ] 

225146 

LIB31 66^02 6-P1-K1-A9 

BLASTX 

g2980801 

154 

4.0e-18 

83 
59 

(AL022197) transcriptional activator CBF1 [Arabidopsis 
thaliana] >gi_3660550_dbj_BAA334 35_ (AB013816) DREB1B 
[Arabidopsis thaliana] >gi_37 38226_dbj_BAA337 92_ (AB007788) 
DREB1B [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225147 

LIB3166-026-P1-K1-B11 

BLASTX 

g3183640 

542 

1.0e-55 

107 

97 

(AJ005869) transmembrane channel protein [Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225148 

LIB3166-026-P1-K1-B2 

BLASTX 

g886116 ' 

495 

3.0e-50 

129 

69 

(U27609) TCH4 protein [Arabidopsis thaliana] >gi_2952473 
(AF051338) xyloglucan endotransglycosylase related protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225149 

LTB3166-026-P1-K1-B6 

BLASTX 

gl946359 

149 

1.0e-09 

31 

87 

(U93215) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225150 

LIB3166-026-P1-K1-B8 

BLASTX 

g2760830 

399 

6.0e-39 
122 

60 ' " " " " 

(AC003105) 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidopsi 



Seq. No. 225151 

Seq. ID LIB3166-026-P1-K1-C1 

Method BLASTX 

NCBI GI g4490732 . 

BLAST score 631 

E value 4.0e-66 

Match length 124 

% identity 96 

NCBI Description (AL035709) phosphoenolpyruvate carboxykinase (ATP) -like 
protein [Arabidopsis thaliana] 

Seq. No. 225152 

Seq. ID LIB3166-026-P1-K1-C3 
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Method 


BLASTX 


NCBI GI • 


g2815246 


RT.A^T crnrp 


215 


IT T73 1 1 1 P 


£. • UC X f 


cjaLcn xcny on 




^ xuciiti uy 


72 




\ i\ .J >J 1 \J Zf ) LICIQO X ^- y H ~ IUC UQX1UL.111U11C111 L ^XLCl CL X X C L. X 11 LULL J 


Seq . No . 


225153 




T.TR^l fifi-02n"-Pl -Kl -PS 


Method 


BLASTX 


NCBI GI 


g 4309744 


RT.A^T <;rnrp 


209 


F TTJS 1 up 


1 . Oe-16 


Ma "h ph 1 <a t"i <t "t~ h 
via. uv-.ii xeny uii 


IIS 


O XUCilLltjr 


37 


MP R T Hpcrri T~\t* inn 

LN V_/ O X UCjUil^LlUil 


fAPDnfi4"3Q^ h vTiot" hipt" i fa 1 nrnfpi n f Arahi Hnri'? i Thai i anal 

^ \J \J \J ^ *J Zs ) lly UU L1ICLJ.LCLX U1ULC111 [ill QUIUU^OIO L.11CIXXCL11CLJ 


Seq. No. 


225154 




JjIDJIOu Uc D XT X i\X L<u 


Mot - h nH 
nc l.iil/u 


RT.A^TX 


NCBI GI 


g2129583 


BLAST score 


283 


F wal no 


2 . Oe-25 


fid l. l*ii x cny uii 


7fi 


^ luciiLi Ly 






fprri 1-i n - Arab i Hons i c; fha"Hana >oi 1246401 pmh PAA63932 

1CL11L111 ni aJJlUUyOl CD L-llGLXXClllGL ' y 1 X *4 U *1 vV X GlllkJ V^XlflUJ JJt. 




\' fprrifin FUrahi Hnnc icl-halnanal ' 


Qon Mo 
O C L^ * w • 


225155 


uc^ • J- U 


LID J1UU VJ^D XT X IVX L> / 


L 1C L. I IUU 


BLASTX 


NCBI GI 


g2829862 


BLAST score 


255 


F Va 1 IIP 
Hi V CI X LLC 


4 Op-22 


Mafrh 1 pnrr^n 


-7 %J 


^ lUciiciuy 


S^ 


NPRT npcirri nl" l on 


^APn09*^Qfil 9 i m "i 1 a r r n rrlnr , n<s\/1t" Tan sfpra^ps r Arab i rfnn^; "i ^ 

\nLUv£> J ^ OXllLXXCll L- L^ y XULUOy X LlullOlClUijCO [niauxuu^sxs 




f hal i ana 1 

LilGLXXClllCl J 


Qpri No — - - 


225156 — " " ' " ~ ^ ' ~" " ~ ' ~ 


Seq. ID 


LTR3166-026-P1-K1-D10 

IllDJlUv U U lX 1\X L/Xw 


Mpt* hnH 


RT.ASTX 


NCBI GI 


g2496731 


BLAST score 


228 


IT wa 1 up 

Hi V Ct X UC 




Ma*t~oh 1 pn/rhh 

riCL Lull XCilLjL.ll 


X ^ J 


9c "i Hpnf i f \; 
^ XLitlll L X l. y 


79 


NPRT np^rrintinn 

LNL«D1 UCSLIipLXLVll 


HYPOTHFTTPAT. ^0 9 PCD PROTFTN Y4DV >ni 2Tfi2Sfifi fAFOOnOfiQl 




VdnM TRh i ?nhi tim qo MPR9^4 1 


Seq. No. 


225157 


Seq. ID 


LIB3166-026-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g439493 


BLAST score 


188 


E value 


3.0e-14 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% 'identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 
61 

(D26086) zinc-finger protein [Petunia x hybrida] 
225158 

LIB3166-026-P1-K1-D2 

BLASTX 

g2306917 

387 

2.0e-37 

96 

81 

(AF003728) plasma membrane intrinsic protein [Arabidopsis 
thaliana] 

225159 

LIB3166-026-P1-K1-D4 

BLASTX 

q232202 

350 

3.0e-33 

91 

73 

GLUTATHIONE SrTRANSFERASE PARB (CLASS-PHI) 
>gi 285295 pir A41789 glutathione transferase (EC 
2.5.1.18) - common tobacco >gi_218294_dbj_BAA01394_ 
(D10524) glutathione S-transf erase [Nicotiana tabacum] 

225160 

LIB3166-026-P1-K1-D7 

BLASTX 

g3355468 

509 

8.0e-52 

123 

86 

(AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



225161 

LTB3166-026-P1-K1-D8 ' " " " '" 

BLASTX 

gl666234 

540 

2.0e-55 

103 

99 

(U76193) actin [Pisum sativum] >gi_1724143 (U81049) actin 
[Pisum sativum] 

225162 

LIB3166-026-P1-K1-E10 

BLASTX 

g4544409 

416 

7.0e-41 
114 
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% identity 

NCBI -Description 



69 

(AC006955) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 


225163 


Con T n 

oeq. iu 
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oeq. in o . 
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Seq. ID 


LIB3166-026-P1-K1-F6 


Method 


BLASTX 


MPDT PT 
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064. IN O . 
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4 1 


% identity 


68 


NCBI Description 


(AC003027) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


225167 


Seq. ID 


LIB3166-026-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g3236259 


BLAST score 


378 


E value 


2.0e-36 


Match length 


112 



% identity 63 

NCBI Description (AC004 684) putative alcohol dehydrogenase [Arabidopsis 



32030 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225168 

LIB3166-026-P1-K1-G11 

BLASTX 

g3360289 

491 

9.0e-50 

120 

72 

(AF023164) leucine-rich repeat transmembrane protein kinase 
l^fZea mays] 



Seq. No. 


225169 


c prT t n 




LYieunoa 


DT ACfV 




rf? ailQ Oft 


T5T ZiQT 1 a r -1 1^ v 0 




TT ^ 1 11 

£» ValUR 




ixia ten ieny in 


i nn 


9fc i Hen 1 !" "i f* v 
^ lUciiLiiy 


S7 
«j / 


INL/DX UcSCiipLlOn 


jjlwD) i> Lcinc piULcaoc [_ IT JL UU1 LL& d A. ULCSilJL aoa J 


Seq. No. 


225170 


Seq. ID 


LIB3166-026-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g4098129 


BLAST score 


659 


E value 


2.0e-69 


Match length 


128 


% identity 


96 


NCBI Description 


(U73588) sucrose synthase [Gossypium hirsutum] 


Seq. No. 


225171 


Seq. ID 


LIB3166-026-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


gl-172664 


BLAST score 


167 


E value 


9.0e-12 


Match length 


37 


%" identity 


89 " 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 



(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_419791_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_298482_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



225172 

LIB3166-026-P1-K1-G8 

BLASTX 

g417103 

565 

2.0e-58 

114 

98 



32031 



NCBI Description 



HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_4 04825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3 . 2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA584 45_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_40384 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38916. 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 







O • if 


LIB3166-02 6-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g4220534 


BLAST score 


163 


E value 


2.0e-ll 


Match length 


60 


% identity 


58 


NCBI Description 


(AL035356) putative protein [Arabidopsis thaliana] 


Seq. No. 


225174 


Seq. ID 


LIB3166-026-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g4220534 


BLAST score 


274 


E value 


3.0e-24 


Match length 


122 


% identity 


'54 


NCBI Description 


(AL035356) putative protein [Arabidopsis thaliana] 


-Seq. No. — 


225175- " " " • • ■ " " 


Seq. ID 


LIB3166-026-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g728949 


BLAST score 


139 


E value 


1.0e-08 


Match length 


49 


% identity 


53 


NCBI Description 


BLUE COPPER PROTEIN PRECURSOR >gi 99665 pir S25555 



copper protein - Arabidopsis thaliana 

>gi_214 7156_pir 139698 blue copper-binding protein - 

Arabidopsis thaliana >gi_16203_emb_CAA78771_ (Z15058) blue 
copper-binding protein [unidentified bacterium] 

>gi_739987_prf 2004275A blue copper-binding -protein 

[Arabidopsis thaliana] 



Seq. No. 



225176 



32032 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3166-026-P1-K1-H3 

BLASTX 

g2244898 

190 

2.0e-14 

55 
69 

(Z97338) strong similarity to protein phosphatase 2A 
regulatory chain, 74K [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225177 

LIB3166-026-P1-K1-H4 

BLASTX 

g2459435 

184 

1.0e-13 - 

83 
52 

(AC002332) putative serine carfaoxypeptidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225178 

LIB3166-02 6-P1-K1-H5 

BLASTX 

g3643603 

516 

1.0e-52 <t 

123 " 

77 

(AC005395) unknown protein [Arabidopsis thaliana] 



5 . , e 


Seq. No. 


225179 




Seq. ID 


LIB31 66-02 6-P1-K1-H6 




Method 


BLASTX 


o 


NCBI GI 


g3885338 


=== 
: s 


BLAST score 


204 




E value 


2.0e-16 : 




Match length 


68 




% identity 


50 




NCBI Description 


(AC005623) unknown protein [Arabidopsis thaliana] 




Seq. No. 


225180 




Seq. ID 


LIB3166-027-P1-K1-A1 




Method 


BLASTX 




NCBI GI 


g3860323 




BLAST score 


322 




E value 


3.0e-30 




Match length 


69 




% identity 


86 




NCBI Description 


(AJ012688) hypothetical protein [Cicer arietinum] 



Seq. No. 225181 

Seq. ID LIB3166-027-P1-K1-A11 

Method BLASTX 

NCBI GI gl263291 

BLAST score 157 

E value 4 .Oe-12 



32,033 



Ma'hr^h 1 on rt"f~ h 

LlCtl_U.ll XG11LJL11 


85 


% identitv 

U vx 1 1 L> X_ L- y 


49 


NPRT Dp ^ or* i nt" *i nn 


fn494S?} a 1 rnhnl dphvdrocrpna sp 9h rfin^^vni nni h l r^nhiml 


Qpn Mn 

O LJ • IN W • 


225182 


Seq. ID 


LIB31 66-027- PI -K1-A2 


Method 


BLASTX 


NCBI GI 


g3928519 


BLAST score 


160 


R va 1 ue 

i_J V U± 


5.0e-ll 


L JO L. 1 1 XdlLJL,!! 


60 


% identitv 

O X. xX w 11 ^ X L. 


50 


MPRT Hp qrr i nr i on 


(AR011670} wr>k4 nrotein kinase TTriticum aestivuml 

\ riiJU X> X. Lf 1 v / » * Ks I\. ~ k> J- w l« VX11 _I_ 1 iw O L^- ^ X X_ -L. L» -L. V_* LXJ.ll LX Ci3 L.X V LXl.ll J 


Seq. No. 


225183 


Seq. ID 


LIB3166-027-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


gl513180 


BLAST score 


146 


T* 1 1 tip 

Hi VCll U. C 


2 . 0e-09 


Mafrh 1 o ti rr"t~ h 

L J Cl U Vw 1 1 X CI LLj L, 1 1 


\J X 


9t -1 dpn t" 1 tv 

a X i 1 l_ X L. _y 


46 


NPRT Dp err i nr i on 


^ u v J J x i / o ucxxuL-yojixii l \— ' la o llilix o oq l x v uo j 


Sea No 

»J ^ L^ • li V • 


225184 


Seq. ID 


LIB3 166-02 7 -P1-K1-A4 

xj x. J j>uu \j £~ t xx. ivi n ^ 


Mpf nH 

11" LilUU 


BLASTX 


NCBI GI 


.g2281631 


BLAST score 


280 


F. va 1 ii e 

l_l V CX -1- LA ' 


6 Oe-25 


I - r^h 1 pnrrTh 

Lid L. V~>1 1 1C11U Ltl 


128 




54 


NPRT Hp^rri ot i on 


fAF0030961 AP2 domain containina nrotein RAP2 3 

^ Ai. 1- L/ \J %J v W / X V^i 1 L ICX X 1 1 Vw* 11 L CX -1_ 1 1 -1_ 1IU k-/ X. L* w -1_ 1 1 1. \Xa X . ^ 




rArahi doosi s fhs 1 i ^nal 

[rii. CLUXLiuk/u x o Liiax xaiia j 


Sea. No. 


225185 

b b \J +tJ 


O ~ v.^ • 1U 


LIB3 16 6-027- P1-K1-B1 

U1UJXUU \J 1 L X i\ X XJ X 


Method 


BLASTX 


NCBI GI 


g4567245 


BLAST qpnrp 


260 


~F. va Tup - - - -- — 

Hi V CI X LLC 


lrOe-22 " ' - - - - 


MAroh 1 pntrhh 

L id L, Vw>l 1 _1_ 1 1 LJ L- 1 1 


125 


9t "i Hpnt" i t" v 


51 


NPRT Hpcirri nfi nn 


^APnD7n7ni nn known nrofpi n TA h "i doo«? fhA 1 l sna 1 

^ xi.v_» \J \J 1 \J 1 \J ) Lll 1 J\-ll \J) Wi 1 ^LULCltl L **X QU X UWt^ O X O 1 1CL X X Cll 1CL J 


Seq. No. 


225186 


Seq. ID 


LIB3166-027-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g4164408 


RT.A9T crnrp 


347 


E value 


6.0e-33 


Match length , 


89 


% identity 


73 


NCBI Description 


(AJ132228) amino acid carrier [Ricinus communis] 


Seq. No. 


225187 


Seq. ID 


LIB3166-027-P1-K1-B3 



32034 



Method 


BLASTX 


NCBI GI 


g3549679 


dJjAo! score 




E value 


/ . ue~ 1 1 


Matcn lengtn 


A 1 
H 1 


% luentlty 


ft ^ 


NCBI Description 


^HJjU OlOiJfl J pUUaUlVe protein LniaJJlUupolb unallauaj 


beq. wo. 


9 9 R 1 p p 


beq. if 


T TR^I -K"1 -Rd 


Method 


BLASTX 


NCBI GI 


gl326338 


dLAd! score 


1 £Q 
1 DO 


E value 


ft Ho— 1 9 
o . .u e i z 


Match length 


*7 T 


^ luenuiLy 


4 Q 
4 V 


\1 ^3 T r% /-\ r*» n i r - * 

NLbi uescr lpuion 


{vJDu/HXj) r\U JoD . 4 gene prOQUCL tLacriUIIlaDUlLlo clc^dllo J 




r\ r\ i- i r\ r\ 


beq. ID 


LlDJlDD UZ / "rl~l\l DJ 


Method 


BLASTX 


NCBI GI 


g3135693 


BLAST score 


i in ' 
1 /u 


E value- 




Match lengtn 


R 9 


% identity 




NCBI Description 


(AcUb^zui; giurarnione b — transrerase Haossypium nirsuu 


oeq . NO . 


4i ^ o ± 


Seq. ID 


JjIdjIOO- UZ / ir 1 i\l DO 


Method 


DT 7\ QfPV 


NCBI GI 


g2443836 


BLAST score 


180 


E value 


o . Uc 1j 


Matcn lengtn 


01 


% identity 


R "7 


nlbi Description 


lAr uzu / "j j <tonopids t.«" int. j_ ins ic proLcin nomoxoy l v iol v iuit± 




LiyieQicago sativaj 


oeq . ... ino.. 


X ^ ± _ _ _ ...... . _ . 


C nrf Tpi 

beq. iu 


LiDJlDD / rl JaI D / 


Method 


BLASTX 


NCBI GI 


g2341034 


oixHo i score 


fl U D 


E value 


/ . ue — h u 


Match length 


o J 


% identity 




jnod! Description 


lAUUuuiUfi; riyiriy.ij [Hraoiuopsis tnaiianaj 


beq . ino . 


9 9 c i Q9 




T.TR^l fifi-0?7-PT -Kl -RQ 

L1DJ1UU w £L f t X 1\X i_> 


Method 


BLASTX 


NCBI GI 


g3264767 


BLAST score 


308 


E value 


2.0e-28 


Match length 


94 


% identity 


64 



32035 



NCBI Description 



(AF071893) AP2 domain containing protein [Prunus armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225193 

LIB3166-027-P1-K1-C12 

BLASTX 

g4406771 

205 . 

3.0e-16 

79 

54 

(AC006836) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225194 

LIB3166-027-P1-K1-C2 

BLASTX 

g2351580 

347 

5.0e-44 
12 0 
73 

(U82433) thymidine diphospho-glucose 4-6-dehydratase 
homolog [Prunus armeniaca] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



225195 - 

LIB3166-027-P1-K1-C4 

BLASTX 

g4158232 



BLAST score 


. 535 


E value 


7.0e-55 


Match length 


110 


% identity 


92 


NCBI Description 


(Y18626) reversibly glycosylated ; 




aestivum] 


Seq. No. 


225196 


Seq. ID 


LIB3166-027-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g4235430 


BLAST score 


470 


E value 


3.0e-47 


Match length 


"100 


% identity 


87 


NCBI Description 


(AF098458) latex-abundant protein 


Seq. No. 


225197 


Seq. ID 


LIB3166-027-P1-K1-C6 


Method 


BLASTX j 


NCBI GI 


gl352821 


BLAST score 


506 


E value 


2.0e-51 


Match length 


97 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE 



(RUBISCO SMALL SUBUNIT) >gi_279581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_4 50505_emb__CAA38026_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 



32036 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length. 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
"Match" length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



225198 

LIB3166-027-P1-K1-D10 

BLASTX 

g4220527 

168 

6.0e-12 

51 
59 

(AL035356) putative protein [Arabidopsis thaliana] 
225199 

LIB3166-027-P1-K1-D11 

BLASTX 

g2827528 

424 

6.0e-42 

103 

78 

(AL021633) predicted protein [Arabidopsis thaliana] 
225200 

LIB3166-027-P1-K1-D2 

BLASTX 

g4455180 

27 6 

1.0e-24 

105 

58 

(AL035521) putative protein [Arabidopsis thaliana] 
225201 

LIB3166-027-P1-K1-E1 

BLASTX 

gl708924 

318 

2.0e-29 

86 

71 

MALATE OXIDOREDUCTASE (MALIC ENZYME) (ME) _ (NADP- DEPENDENT 
MALIC" ENZYME) " (NADP-ME) >gi_515759 "(L34836) maiate 
dehydrogenase (NADP+) [Vitis vinifera] 

225202 

LIB3166-027-P1-K1-E1T 

BLASTX 

gl001253 

124 

2.0e-09 

110 

42 

(D64003) hypothetical protein [Synechocystis sp.] 
225203 

LIB3166-027-P1-K1-E2 

BLASTX 

g728949 



32037 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237 

5.0e-20 

112 

44 

BLUE COPPER PROTEIN PRECURSOR >gi_99665_pir S25555 blue 

copper protein - Arabidopsis thaliana 

>gi_2147156_pir 139698 blue copper-binding protein - 

Arabidopsis thaliana >gi_16203_emb_CAA78771_ (Z15058) blue 
copper-binding protein [unidentified bacterium] 

>gi_739987_prf 2004275A blue copper-binding protein 

[Arabidopsis thaliana] 



Seq. No. 


225204 


Seq. ID 


LIB3166-027-P1-K1-E3 


TVyt /-\ y\ 


RT ZXQTY 


NLdI LjI 


gj-LOOft / D 


BLiAo i score 


Jll 


Cj VaXUc 


a n^- s 9 


iMi a x c n x- © n gxi ± i 


1U 

X iU 


% identity 


o4 




V-rii. uo / iO J j a^ua^JUi ill l oaiuaiica o diLLdii J 


Seq. No. 


225205 


Seq. ID 


LIB3166-027-P1-K1-E4 




RT AQTY 
o J-irlO 1 A 




gz OOZ04 J 


dlho i score 


R7 7 


IT" tt a 1 no 
tL> Value 


ft flp-^D 


Kyf 4~~ r™\ I t^i 4~ V\ 

LYiau cn xengtn 


1 1 n 

11U 


% identity 


1UU 


MpRT Da enri V\f~ i r\r\ 


\UUJJ01 / uL X aXUUa \_ v/ J- y O CJ. I L V a J 


UCtjt IN • 




Seq. ID 


LIB3166-027-P1-K1-F1 


Method 


BLASTX 




rr?^fiQ71 4 


oLirio i score 




E value 


4 n^-^7 

4 • Uc D / 


Ma t*ph lpncith 


122 


% identity 


98 _. 


NCBI Description 


(Z97178) elongation factor 2 [Beta vulgaris] 


Seq. No. 


225207 


Seq. ID 


LIB3166-027-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3434973 


BLAST score 


237 


E value 


4.0e-20 


Match length 


60 


% identity 


75 


NCBI Description 


(AB008106) ethylene responsive element binding 




[Arabidopsis thaliana] 


Seq. No. 


225208 


Seq. ID 


LIB3166-027-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g4539423 



32038 



BLAST score 


465 


F, Va 1 IIP 
x-j v a x 


8 . Oe-47 


Mat"/~ , Vi 1 onrrt*h 


107 

X \J f 


^ iuern.iLy 


ft 1 

O X 




(AL04917jM DvroDhosDhatG-dsDPnripnt nhosohnf rurto-1 - ki n^9P 




r Ata h "i Hnn<! H q f-hfl 1 i anal 


Seq. No. 


225209 


Seq. ID 


LIB3 166-027 -PI -K1-F5 


Method 


BLASTX • 


NCBI GI 


g3912923 




152 


£j v ax 


6 . 0e-10 


Ma^ph 1 o n err h 


69 


% identity 


61 


NPRT Hp^rrintinn 

LNvDl J_>C O O X X £J L 


( AFO0 1 "-iOft ) hvnohhpr i na 1 nrnt"p"i n r Aran i don =i t*hal i anal 

\ / i.x uu i juo / ny Lj<u liic LX^ax i. u ucxii [nxauxuupoxo Liiaxxoiia j 


Sea. No. 


225210 


O C M • ILf 


LTB31 fifi_0?7-P1 -K1 -F6 


L ie L. 1 IvJLi 


RT.A9TX 


NPRI GI 


al25887 


RT.AST srnrp 

XJ XJxlkJ X C 


182 


E value 


2.0e-13 


Match length 


95 




44 


TsUPRT riPQrri i r»n 

LN^/DX L/C3^IXUUlvll 


ANTHFR 9PFPTFTP T.ATS? PROTFTM PRF.PHRCJOR 








>rr-i ?9Sft1 ? pmh^rAA^^ft S4 fXISRSS^ T.ATS? r T.vmnpr s i rnn 
/ ux t. ^ j o x t> ciiixj onnjjo Ji \<\i ju j j / xjxi x ^ t. [xiyL>uucisiL>uu 




CoLUldll L. LULL J 


Sea No 


225211 


Seq. ID 


LIB3166-027-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3747044 


RT.A^T Qpnrp 


175 


F tra 1 1 1 o 

XJ VOX LLC 


1.0e-12 


L Ja luii icuy LII 


7 s 


% identitv 


47 


NPRT nPQrrinf"inn 


( Zi FO Q ^ R *^7 ^ hi hp rnnnp t nrnf Pin f 7.P3 mauc 1 


t 

Seq . No " 


2252T2 ■ 


Seq. ID 


LIB3166-027-P1-K1-G9 

illOJIUU \J 1 XX 1\X VJ _? 




RT.A9TX 


NPRT PT 




RT. A CT QnOTO 


~J c. 


E va 1 hp 

i— i v a x 


2 . Oe-30 


Match length 


74 


% identity 


84 


NCBI Dp sprint inn 


LACTOYLGLUTATHIONE LYASE (METHYLGLYOXALASE) 




f AT.DOKFTOMrjTA^F ^ f HT.YOXAT.A^F ffiT.X f KFTONR-ALDFH YDE 




MTTTA^F^ f 9-n-T APTOYT f^T riTATHTOMF MFTH YT.nT.YOXAT. T.YA^F} 




>gi__2909424_emb - CAA12028_ (AJ224520) Glyoxalase I [Cicer 




arietinum] 


Seq. No. 


225213 


Seq. ID 


LIB3166-027-P1-K1-H1 


Method 


BLASTX 



32039 



NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3702368 
267 

2.0e-23 

86 

63 

(AJ001855) alpha subunit of F-actin capping protein 
[Arabidopsis thaliana] 



m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225214 

LIB3166-027-P1-K1-H10 

BLASTX 

g4388826 

238 

3.0e-20 

91 

49 

(AC006528) hypothetical protein [Arabidopsis thaliana] 
225215 

LIB3166-027-P1-K1-H2 

BLASTX 

g456568 

282 

2.0e-40 

90 

9*3 

(L29077) ubiquitin conjugating enzyme [Pisum sativum] 
225216 

LIB3166-027-P1-K1-H3 

BLASTX 

g!703380 

313 

8.0e-29 

87 

71 

ADP-RIBOSYLATION FACTOR >gi_l 132 4 8 3_db j_BAA04 607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 



Seq. No. ■'_ ' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225217 

LIB3166-027-P1-K1-H7 

BLASTX 

g4090259 

345 

2.0e-41 

91 

78 

(AJ131733) ubiquit in-conjugating enzyme E2 
menziesii] 



[Pseudotsuga 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



225218 

LIB3166-028-P1-K1-A10 

BLASTX 

g543813 

413 

1.0e-40 
84 



32040 



% identity 95 

NCBI Description FLORAL HOMEOTIC PROTEIN APETALA1 (AGL7 PROTEIN) ' ** 

>gi_16162_emb_CAA78909_ (Z16421) API [Arabidopsis thaliana] 



Seq. No. 


225219 


Seq. ID 


LIB3 166-02 8 -P1-K1-A12 


Mpt - hod 


BLASTX 


NCBI GI 


cr602586 


DT ACT er>/M»£» 

oLAoi score 


1 ftl 


R value 


1.0e-13 


Mat rh lencith 


99 


% identity 


47 


NCBI Description 


(X83229) 1— amniocyclopropane - 1 — carboxylate oxidase 




[Nicotiana tabacum] 


Qpn No 

O VJ • 1 » w « 


225220 


Seq. ID 


LIB3166-028-P1-K1-A6 


MpI - HnH 


RT.A^TX 


NCBI GI 


^ ~z .i* w <+J 




24 4 


1 no 




Match length 


85 


% identitv 


66 


NCBI DescriDtion 


(AJ010829} GRAB1 orotein TTriticuin sto.1 


Seq. No. 


225221 


Seq. ID 


LIB3166-028-P1-K1-A9 


Met hod 


BLASTX 


NCBT GI 


al076746 




*X X O 


R valup 


2.0e-41 


l i ci i_ ^ 1 1 icuy LU 


82 


S: i Hpnf" i 




NCBI Description 


heat shock protein 70 ■ rice ( fragment) 




>gi 763160 emb CAA47948 (X67711) heat shock protein 70 




[Oryza sativa] 


Sea No 


225222 


Seq. ID 


LIB3166-028-P1-K1-B11 




RT.A^TX 


NCBI GI 


a325069i 


BLAST qrorp 


191 


R Vrl 1 UP 

i— 1 V QXUC 


1 . 0e-14 


Match lpnnth 


89 


% 1 Hpnt" 1 t" v 

O JL UC1 1 l_ J*. L. y 


47 


NCBI Description 


(AL024486) putative chitinase [Arabidopsis thaliana] 


Seq. No. 


225223 


Seq. ID 


LIB3166-028-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g3551999 


BLAST score 


272 


E value 


4.0e-24 


Match length 


110 


% identity 


55 


NCBI Description 


(AF085081) alcohol dehydrogenase A [Gossypium hirsutum] 



>gi_3552001 (AF085082) alcohol dehydrogenase A [Gossypium 



32041 



hirsutum] >gi^_4140628 (AF090163) alcohol dehydrogenase A 
[Gossypium hirsutum] >gi_4140630 (AF090164) alcohol 
dehydrogenase A [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225224 

LIB3166-028-P1-K1-B2 

BLASTX 

g2244955 

271 

6.0e-24 

114 

44 

(Z97340) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


225225 


Seq. ID 


LIB3166-028-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2809243 


BLAST score 


210 


E value 


5.0e-17 


Match length 


75 


% identity 


53 


NCBI Description 


(AC002560) F21B7.12 


Seq. No. 


225226 


Seq. ID 


LIB3166-028-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl399380 


BLAST score 


510 


E value 


6.0e-52 


Match length 


102 


% identity 


90 


NCBI Description 


(U43683) S-adenosyl- 



methyltransf erase [Glycine max]. 



225227 

LIB3166-028-P1-K1-B6 • 
BLASTX 
g3785990 
228 

-E~ value 6. 0e-T9 ~~ " "' " " ~" 

Match length 91 
% identity 56 

NCBI Description (AC005560) hypothetical protein [Arabidopsis thaliana] 

>gi_4220487 (AC006069) hypothetical protein [Arabidopsis 
thaliana] 

Seq. No. 225228 

Seq. ID LIB3166-028-P1-K1-B9 

Method BLASTX 

NCBI GI g3193316 

BLAST score 184 

E value 3.0e-14 

Match length 4 8 

% identity 71 

NCBI Description (AF069299) contains similarity to nucleotide sugar 
epimerases [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



32042 



Seq. No. 


225229 


Seq.. ID 


LIB3166-028-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g3461820 


ounj i o ^> w J- c 


178 


F, va 1 tip 

Hi VOX UC 


5 . Oe-13 


Ma1~ph lencrth 

Lid I. Vl' ^41 


93 


ft -j Hpnt" it v 


46 


NPRT Dpscriot ion 


(AC004138) unknown protein [Arabidopsis 


lJ C • t'U • 


225230 


Seq. ID 


LIB3166-028-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g585564 


BLAST score 


561 


E value 


6.0e-58 


Match length 


122 


% identity 


87 


NCBI Description 


FERREDOXIN — NITRITE REDUCTASE PRECURSOR 



>gi_81443_pir S20495 ferredoxin — nitrite reductase (EC 

1.7.7.1) precursor - European white birch 

>gi_17 927_emb_CAA42690_ (X60093) ferredoxin — nitrite 

reductase [Betula pendula] 



Seq. No. 225231 

Seq. ID LIB3166-028-P1-K1-C2 

Method BLASTX 

NCBI GI g2760320 

BLAST score : ^ 1*4 6 

E value 3.0e-09 

Match length 87 

% identity 43 

NCBI Description (AC002130) F1N21.4 [Arabidopsis thaliana] 

Seq. No. 225232 

Seq. ID LIB3166-028-P1-K1-C5 

Method BLASTX 

NCBI GI gl4 98053 

BLAST score 417 

E" value 5 . Oe-41 " " " 

Match length 104 

% identity 82 

NCBI Description (U64436) ribosomal protein S8 [Zea mays] 



Seq. No. 
'Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity' 
NCBI Description 



225233 

LIB3166-028-P1-K1-C6 

BLASTX 

g2500115 

555 

3.0e-57 

124 

85 

GLUTATHIONE REDUCTASE, CHLOROPLAST PRECURSOR (GR) (GRASE) 
>gi_529375_dbj_BAA07108_ (D37870) Glutathione Reductase 
precursor [Spinacia oleracea] 



32043 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225234 

LIB3166-028-P1-K1-C7 

BLASTX 

gl26896 

450 

6.0e-45 

112 

79 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 

>gi_319831_pir DEPUMW malate dehydrogenase (EC 1.1.1.37) 

precursor, mitochondrial - watermelon 

>gi_18297_emb_CAA35239_ (X17362) precursor protein (AA -27 
to 320) [Citrullus lanatus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225235 

LIB3166-028-P1-K1-C8 

BLASTX 

gl871192 

282 

3.0e-25 

116 

56 

(U90439). Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
"E value 
Match length 
% identity 
NCBI Description 



225236 

LIB3166-028-P1-K1-C9 

BLASTX 

g2791834 

400 

4.0e-39 

93 

85 

(AF0414 63) elongation factor 1-alpha [Manihot esculenta] 
225237 

LIB3166-028-P1-K1-D10 

BLASTX 

gl7 62 94 5 

230 

4\0e-19 " ' 

58 

72 

(U66269) ORF; able to induce HR-like lesions [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225238 

LIB3166-028-P1-K1-D11 

BLASTX 

g3212877 

382 

6.0e-37 

86 

80 

(AC004005) Lea-like protein [Arabidopsis thaliana] 



Seq. No. 



225239 



32044 



Seq. ID 


LIB3166-028-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g529707 


BLAST score 


253 


R Vr5 1 IIP 


7.0e-22 


Mat~f*h lencrth 


110 


% identity 


44 


NCBI Descrintion 


(U13070) No definition line found rCaenorhandi r i <3 pi pnan<; 

\ v J»- «^ v / V / 11 \^ V*4 V JL. JL. 1 1 JL. ^— J- N.SX 1 JL. JU 1 1 w x. \^ U X XxX l d 1 X V*/ X 11 CI XV VJlJL V* jl o JL w ci X 1 O 


Seq. No. 


225240 


Seq. ID 


LIB3166-028-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


gl707032 


BLAST score 


232 


E value 


2.0e-19 


Match length 


116 


% identity 


42 


NCBI Description 


(U804 45) coded for by C. elegans cDNA ykl3g5.3; coded for 




by C. elecjans cDNA vk21o6.3: coded for by C. elegans cDNA 




CEMSE18F; coded for bv C elpnan<? rDNA vkl?fibl 3* rorieri ft 




by C. elegans cDNA yk65h8.3; coded for by C. elegans cDNA 




vk65h8 


Seq. No. 


225241 


Seq. ID 


LIB3166-028-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g3617741 


BLAST score 


,547 


E value 


2 . 0e-56 


Match lencrth 


115 


% identitv 


90 


NCBI Description 


(AC005687) L3 cvtoDlasmic ribosomal orotpin fArahi Hnn^'i 




thalianal 


Seq. No. 


225242 


Seq. ID 


LIB31 66-02 8-P1-K1-D6 


Method 


BLASTX 


NCBI GI ' 


g3297816 


BLAST score 


241 


E value 


2.0e-20 


-Mat c h— 1 e n g t h ~ ~ ~ 


-63 • - - • * ~ " 


% identity 


75 


NCBI Description 


f ALO 3 1032) outativp nrofp "in TArabi Hons i <; thai i snfll 


Seq. No. 


225243 


Seq. ID 


LIB3166-028-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2245066 


BLAST score 


329 


E value 


9.0e-31 


Match length 


118 


% identity 


54 


NCBI Description 


(Z97342) Beta-Amylase [Arabidopsis thaliana] 


Seq. No. 


225244 


Seq. ID 


LIB3166-028-P1-K1-E1 



Method BLASTX 



32045 



NCBI GI 


gl922242 


RTiAST qrorp 

i-J 1 JfikJ X O w w J- ^ 


18 6 


R vfl Tup 


5 . Oe-14 


Matr'h 1 pnnfh 

l J Q L. v_* 1 1 iciiy l_ 1 1 


99 


% identitv 


44 


NPRT DescriDtion 


(Y10084) hypothetical protein [Arabidopsis thali 


Seq. No. 


225245 


Seq. ID 


LIB3166-028-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g4220481 


BLAST score 


142 


F 1 up 

i_i v a x 


8 . Oe-09 


Mst*ph lpnoth 


59 


% i dent it v 


56 


NPRT Description 


(AC006069) unknown orotein TArabidoosis thaliana 


Seq. No. 


225246 


Seq. ID 


LIB3 166-02 8 -P1-K1-F.3 


Method 


BLASTX 


NCBI GI 


g4101568 




317 


F, va 1 np 

£_l V Q1UC 


2.0e-29 


l JdL.V_.il X Clly L.11 


102 


ft "i dpnt" i 1 - v 


60 


NPRT Dp9rri nH on 

LN V_» LJ X J-/ CO^L 1 L» X \J X I 


fAF004R"lfi} unknown f Tri t ipum ap^t i viiTril 

\ n J- w w t VJ* _i_ w ^ mil r-,11^/ vvii l x x x 1. x \— ^ uliu q. 0 x v l_a.il l j 


Seq. No. 


225247 


Seq. ID 


LIB3166-028-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


gl621268 


BLAST score 


2 92 


F. 1 i i e 


2 0e-26 


Matrh 1 pncrth 

nu lv^ii x d iu L.11 


63 


% identitv 


89 


NPRT npsrri nt i on 


f 7.fi1 01 ? 1 unknown fRicinn^ pommuni ^ 1 


Seq. No. 


225248 .. * 


Seq. ID 


LIB3166-028-P1-K1-E6 


Mp 1~ hod 


BLASTX 


NCBI" GI ~~ " 


- g462013 ~" ■ - ~ " " " 


BLAST score 


575 


E value 


1.0e-59 


Match length 


125 


% idpntitv 


90 


NPRT Dp^printion 

LN Sm> XJ X U C V»» X X k-r L X v_/ 1 1 


ENDOPLASMIN H0M0L0G PRECURSOR (GRP94 H0M0L0G) 




>ai 542022 nir S39558 HSP90 homoloo - Madaaasca 




periwinkle >gi 348696 (L14594) heat shock proteii 




fratharsnthn*? roseusl 

1 C-4 v 1 1 U -L. Ca 1 1 Ull La «L. w U- O J 


Seq. No. 


225249 


Seq. ID 


LIB3166-028-P1-K1-E7 


Method 


BLASTX. 


NCBI GI * 


g'1345698 


BLAST score 


527 


E value 


5.0e-54 


Match length 


105 



32046 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length * 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST. score 
E value 
Match length 
"% identity ' 
NCBI Description 



93 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 

(CAB-151) (LHCP) >gi_99601_pir S20917 chlorophyll 

a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 

225250 

LIB3166-028-P1-K1-F12 

BLASTX 

g267073 

404 

1.0e-39 

78 

95 

TUBULIN BETA-2/BETA-3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana) >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

225251 

LIB3166-028-P1-K1-F2 

BLASTX 

$2980801 

314 

5.0e-29 

90 

69 

(AL022197) transcriptional activator CBF1 [Arabidopsis 
thaliana] >gi_3660550_dbj_BAA33435_ (AB013816) DREB1B 
[Arabidopsis thaliana] >gi_3738226_dbj_BAA33792_ (AB007788) 
DREB1B [Arabidopsis thaliana] 

225252 

LIB3166-028-P1-K1-F3 

BLASTX 

g4454484 

284 

2.0e-25 
97 

61 " " " "" " " 

(AC006234) 
thaliana] 



putative diacylglycerol kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



225253 

LIB3166-028-P1-K1-F7 

BLASTX 

g2317906 

344 

2.0e-32 

67 

99 

(U89959) ARA-5 [Arabidopsis thaliana] 
225254 

LIB3166-028-P1-K1-F8 
BLASTX 



,32047 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2352492 
268 

1.0e-23 

61 

75 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_23524 94 (AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225255 

LIB3166-028-P1-K1-F9 

BLASTX 

g232202 

352 

2.0e-33 

91 

73 

GLUTATHIONE S-TRANSFERASE PARB (CLASS-PHI) 

>gi_285295_pir A41789 glutathione transferase {EC 

2.5.1.18) - common tobacco >gi_218294_dbj_BAA01394_ 
(D10524) glutathione S-transf erase [Nicotiana tabacum] 



Seq. .No. 

Seq... ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225256 

LIB3166-028-P1-K1-G1 

BLASTX 

gl723536 

362 

1.0e-34 

117 

58 

PROBABLE EUKARYOTIC TRANSLATION INITIATION FACTOR 3 BETA 
SUBUNIT (EIF-3 BETA) >gi_1256531_emb_CAA94 637_ (Z70691) 
eukaryotic translation initiation factor 3 beta subunit 
[Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID . 
Method 
NCBI GI 
BLAST score 

-E value - - 

Match length 

% identity 

NCBI Description 



225257 

LIB3166-028-P1-K1-G10; 

BLASTX 

g3402684 

418 

-3-.0e-41 - - " " " • • ----- 

111 
75 

(AC004 697) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 225258 

Seq. ID LIB3166-028-P1-K1-G11 

Method BLASTX 

NCBI GI g4006891 

BLAST score 155 

E value 3.0e-10 

Match length 38 

% identity 76 

NCBI Description (Z99708) putative protein [Arabidopsis thaliana] 

Seq. No. 225259 

Seq. ID LIB3166-028-P1-K1-G2 



32048 



Method . 


BLASTX 


NCBI GI 


g3080418 


BLAST score 


213 


E value 


4 . Oe-17 


Match lencrth 

1 1 .X %^1 w 1 1 


57 


% identity 


56 


NCBI" Description 


(AL022604) Dutative orotein fArabidoDsis thalianal 


Seq. No. 


225260 


Seq. ID 


LIB3166-028-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3158474 


BLAST score 


286 


E value 


1.0e-25 


Match length 


73 


% identity 


79 


NCBI Description 


(AF067184) aauaDorin 1 rSairtanea sainanl 

\ a * l» v \s t <X \s T j \Jk \J M v X ^ 11 X |_ ^* wllLL&l 1 1 W CI C Willi (_a 1 1 J 


,9 parr... Wo, 

a - - ■ - - 


225261 


Seq. ID 


LIB3166-028-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2760830 


BLAST score 


603 


E value 


7 . Oe-63 


Match lencrth 


122 


% identitv 


93 ... 


NCBI Description 


(AC003105) putative beta-ketoacyl-CoA synthase [Arabidopsis 




t" ha 1 i ana 1 


Seq. No. 


225262 


Seq. ID 


LIB3166-028-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3158474 


BLAST score 


181 


E value 


2 . Oe-13 


Match lencrth 


70 


% r identity 


60 


NCBI DescriDtion 


(AF067184) aauaoorin 1 fSainanea samanl 


Seq. No. 


225263 


Seq." I'D" 


"LIB3166-028-PT-K1-H10 " 


Method 


BLASTX 


NCBI GI 


gll5764 


BLAST score 


262 


E value 


7.0e-23 


Match length 


93 


% identity 


59 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE I PRECURSOR 

V> 1 X XJ n-/ 1 \V-/ 1» 11 1 ,iJ XJ ±1 ^J* X l* X V X 1 \\»/ X XJ X I 1 ! J- XJ 1 1 X* X X X IpJ -1- X 1\U \^ w 1\^V1\ 




(CAB-6A) (LIGHT-HARVESTING COMPLEX I 26 KD PROTEIN) 

\ vl4l^ Wl * J \ XJ J- N»J 11 X 1 ini \ V XJ k^r X X 1 1 x«/ \^ L J X XJ XJ JTli X £p> v 1 \ X J- X XJ X. 1^1 J 




>ai 170494 (J03558) chloroDhvll a/b bindina orotein 




^ic^uioui l "^jr j. o x uui i co^uxchluiilj 


Seq. No. 


225264 


Seq. ID 


LLB3166-028-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g2459445 


BLAST score 


279 



32049 



V- -Tra 1 no 


7 Oe-25 


iYiat.cn lengun 


/ _£ 






MPR T DPQrri of" i on 

IN O X UCOLiiyLlUU 


^(^0023321 nnfativp ribonucleoorotein TArabidoDsis 




i"ha1 i ana 1 

Lii.ClXXClJ.lCL J 


Con Ma 


225265 


Seq. ID 


LIB3 166-02 8 -P1-K1-H12 


Mot" hon" 


BLASTX 


NCBI GI 


g2459445 


BLAST score 


259 


V T7"a 1 no 

Hi V Ct J- L1C 


1.0e-22 


waxen lengtn 


7n 


^ 1UC11L1 Ly 


37 


NPRT Dp^rri nfi on 


(AC002332) Diitative ribonucleoDrotein TArabidoDsis 




fha 1 i anal 
L 1 1 d x xctiia j 




225266 


Sea- ID 


T.TR31 fifi-OPfi-Pl -K"1 -H? 


Method 


BLASTX 


NCBI GI 


g3212877 


RT.AST qmrp 

D Linu X o U X C 


380 


Ij ValUc 


1 . Uc JO 




OJ 


9c i Hon^ i "H w 
T) J. Lltill l_ x l. y 


O X 


MPRT floCPTl T^"t~ "i on 
LNL/Dl UCdUilL'LlUll 


fAPfirMflfiRl T,pa-l -i Up nrotpi n F Arahi Hon 9 i fhalianal 

\r\\^\j \j ''i \j \j -j } xj o d x x JVC uiULCXii [nx auxuu^o xo Lnaxxoua j 




225267 


Spa ID 


LIB3166-028-P1-K1-H5 

XJ X XJ <J X V V VXi U X J_ X V X. 11^ 


Method 


BLASTX 


NCBI GI 


g2760322 


RT.AST crnrp 


44 Q 


P 1 xra 1 no 


ft Do-4S 


Ma pVi 1 o t"> /"T+" Vi 

lYiatcn ienyu.ii 


X ^ J 


B XUcIl LI L y 


6S 


MPRT nocpT*i o+~"i on 
LNvD x UcoLi -*-r Uxuii 




Son No 


225268 


Spa TP) 


LIB3166-028-P1-K1-H6 


Mo1~hoH 


RT.ASTX 

XJXJ.tl.k_) X /\ 


NCBI GI " " 


g2 4 5 94 4 5 " " " " " '" " 


BLAST score 


292 


P tra 1 no 
x_i v a x uc 


2 . Oe-26 


Ma i - oh 1 onrrfh 
tl a. Lull icily Lll 


f \j 


B lUclltlty 




NCRT Dp^rri nt"i on 


(AC002332) Diitative ribonucleoDrotein TArabidoDsis 




i*hal i anal 




225269 


Seq. ID 


LIB31 66-02 8-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


'gl737222 


BLAST score 


216 


E value 


5.0e-18 


Match length 


56 ? 


% identity 


75 



NCBI Description (U79958) BP-80 vacuolar sorting receptor [Pisum sativum] 



32050 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225270 

LIB3166-029-P1-K1-A12 

BLASTX 

g729668 

246 

4.0e-21 

61 

79 

HISTONE HI >gi_2147479_pir S65059 histone HI, 

drought-inducible - Lycopersicon pennellii >gi_4 36823 
(U01890) Solanum pennellii histone HI [Solanum pennellii] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



Match length 

% identity 

NCBI Description 



225271 

LIB3166-029-P1-K1-A2 

BLASTX 

g3377841 

273 

1.0e-2-4 

59 

90 

(AF075598) contains similarity to phosphof ructokinases 
(Pfam; PFK.hmm, score; 36.60) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225272 

LIB3166-029-P1-K1-A6 

BLASTX 

gl531756 

182 

2.0e-13 

38 

84 

(X82413) proline-rich-like protein [Asparagus officinalis] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225273 

LIB3166-029-P1-K1- 

BLASTX 

g2145358 

313 

6.0e-29 

108 

56 

(Y10922) 



■Bl 



HD-Zip protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225274 

LIB3166-029-P1-K1-B12 

BLASTX 

'g2982262 

327 

2.0e-30 

107 

60 

(AF051214) 
mariana] 



probable glutathione S-transf erase [Picea 



Seq. No. 
Seq. ID 



225275 

LIB3166-029-P1-K1-B4 



32051- 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g3047125 

274 

2.0e-24 

105 

52 

(AF058919) 



No definition line found [Arabidopsis thaliana] 



225276 

LIB3166-029-P1-K1-B5 

BLASTX 

g289920 



BLAST score 


474 




6 Oe-48 


Mafrh lencrth 


89 


% "i Hpnt* *i t" v 


99 


NPRI Dpscriotion 


(L07119) chloroohvll A/B 




hirsutum] 


Seq. No. 


225277 


Seq. ID 


LIB3166-029-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4530585 


BLAST score 


355 * 


E value 


8.0e-34 


Match length 


85 


% identity 


74 


NCBI Description 


(AF130978) B12D protein [ 


Seq. No. 


225278 


Seq. ID 


LIB3166-029-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g466172 


BLAST score 


279 


E value 


5.0e-25 


Match length 


64 


% identity 


83 


NCBI Description 


GTP-BINDING PROTEIN YPTM2 



[Gossypium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



- maize >gi_287835_emb_CAA4 4 919_ (X63278) yptm2 [Zea mays] 

22527 9 " " " " " " 

LIB3166-029-P1-K1-C9 

BLASTX 

gl431629 

291 

3.0e-26 
82 

66 - 

(X99348) pectinacetylesterase precursor [Vigna radiata] 
225280 

LIB3166-029-P1-K1-D1 

BLASTX 

gl840425 

127 

8.0e-12 
70 



32052 



% "identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 

(U36586) alcohol dehydrogenase [Vitis vinifera] 
225281 

LIB3166-029-P1-K1-D4 

BLASTX 

g3080389 

310 

1.0e-47 

125 
81 

(AL022603) putative membrane associated protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



225282 

LIB3166-029-P1-K1-D8 

BLASTX 

g3047092 

216 

2.0e-17 

115 

49 

(AF058826) No definition line found [Arabidopsis thaliana] 

225283 ■ " 

LIB3166-029-P1-K1-D9 

BLASTX 

g2661840 

367 

3.0e-35 

96 

70 

(Y15430) adenosine kinase [Physcomitrella patens] 
225284 

LIB3166-029-P1-K1-E5 

BLASTX 

g3297816 

151 

9.0e-10 

"46 " " " " " " 

70 

(AL031032) putative protein [Arabidopsis thaliana] 
225285 

LIB3166-029-P1-K1-E6 

BLASTX 

g4056507 

156 

2.0e-10 

47 

64 

(AC005896) putative RNA binding protein [Arabidopsis 
thaliana] 

225286 

LIB3166-029-P1-K1-E8 



32053 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2088651 

294 

1.0e-26 

112 

54 

(AF002109) 



hypersensitivity-related gene 201 isolog 



[Arabidopsis thaliana] 
225287 

LIB3166-029-P1-K1-F4 

BLASTX 

gl922242 

144 

4.0e-09 

57 

58 

(Y10084) hypothetical protein [Arabidopsis thaliana] 
225288 

LIB3166-029-P1-K1-F6 

BLASTX 

gl00203 

302 

1.0e-27 
•102 
62 

cysteine proteinase (EC 3.4.22.-) precursor - tomato 
>gi_19195_emb_CAA78403_ (Z14028) pre-pro-cysteine 
proteinase [Lycopersicon esculentum] 

225289 

LIB3166-029-P1-K1-F7 

BLASTX 

g833835 

360 

1.0e-34 
81 

(U26025)_ amygdalin hydrolase isoform AH I precursor [Prunus 
serotina] ~ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



225290 

LIB3166-029-P1-K1-F9 

BLASTX 

gl076746 

207 

2.0e-16 

86 

59 

heat shock protein 70 - rice (fragment) 

>gi_763160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 

225291 

LIB3166-029-P1-K1-G12 
BLASTX 



32054 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4544443 
373 

5.0e-36 
115 . 
33 

(AC006592) putative mitochondrial uncoupling protein 
[Arabidopsis thaliana] 

225292 

LIB3166-029-P1-K1-G6 

BLASTX 

g267069 

501 

7.0e-51 

97 

96 

TUBULIN 
tubulin 
(M84696 
(M84697 



ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thai i anal >yi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI _De script ipn_ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



225293 

LIB3166-029-P1-K1-G7 

BLASTX ' 

g4006911 

302 

1.0e-28 

71 

93 

(Z99708) trichohyalin like protein [Arabidopsis thaliana] 
225294 

LIB3166-029-P1-K1-G8 

BLASTX 

gl36057 

295 

8.0e-27 

85 

'67 

TRIOSEPHOSPHATE ISOMERASE,„ CYTOSQLI.C_ (T_IM)_ _ ._ 

>gi_99499_pir A32187 (S) -tetrahydroberberine oxidase - 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 

225295 

LIB3166-029-P1-K1-G9 

BLASTX 

g3877580 

177 

6.0e-13 

108 

42 

(Z67755) F54F7.1 [Caenorhabditis elegans] 
225296 

LIB31 66-02 9-P1-K1-H1 
BLASTX 



32055 





NCBI GI 


g2832703 % 




BLAST score 


316 




Hi vox uc 


3 Op-29 




- luaLLIl xcliyLXl 


Q7 

y * 




^ luciiuiuy 








(AL021713} Dotassium i 






f ha 1 i anal 




Spa No 


225297 






LIB3166-029-P1-K1-H5 




Method 


BLASTX 




NCBI GI 


g2347199 




BLAST score 


355 




P 1 IIP 
£_j Vu J. UC 


9 . Oe-34 




Ma f ph 1 onnl" h 
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X VJ «J 




O _L 1 1 1— _L *— _y 


70 




MPRT np^rri of* ■! on 




C3 


C rr Kin 


/ / ~\ S H M 






LiDjiuu \j ^ z/ it x rvx n u 




Method 


BLASTX 




NCBI GI 


g228210 




RT A^T qrnro 


4 n s 

*4 U -J 


~s= 
it 


Ei ValUc 


x . ufc; o .7 


LJ 


Ma "t~ /-"Vi 1 onnt" h **"~ 
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77 


fn 


LMV^Dx UcotllJJUlUIl 


rrTannl 0 — hnnnH c^a yph 
y 1 allUXtr kJLJ Li.llv_i oLalUll 




Spa No 


225299 




Seq. ID 


LIB3166-030-P1-K1-A12 


• a 




RT.ASTX 


i j_ 


NCBI GI 


g729051 




BLAST score 


247 




P va 1 no 
h* vai Lie 


3 Oe-21 




Maf pVi 1 onrft-h 
naLuii xciiyuii 


O Zf 




^> laentity 


D D 






PAT.TRAPTTN ffTNFTRTNl 






uai Lia^Lxn xxrvt; k*>x L. t: . 




Spa No 


225300 




Spa TO 


T.TR31 fifi-030-Pl -Kl -A2 




Method 


BLASTX 




NCBI GI 


gll72001 




BLAST score 


439 




E value 


9.0e-44 




Match length 


102 




% identity 


83 




NCBI Description 


PHENYLALANINE AMMONIA- 



1906390A 



phenylalanine ammonia-lyase (EC 4.3.1.5) - western balsam 
poplar x cottonwood >gi_169454 (L11747) phenylalanine 
ammonia lyase [Populus trichocarpa x Populus deltoides] 



Seq."* No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



225301 

LIB3166-030-P1-K1-A3 

BLASTX 

g3080372 

145 



32056 



E value 
Match length 
% identity 
NCBI Description 



3.0e-09 

93 

41 

(AL022580) putative pectinacetylesterase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match .length 

% .identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID _ . _ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



225302 

LIB3166-030-P1-K1-A5 

BLASTX 

g2661179 

317 

2.0e-29 

106 

58 

(U80984) AtZWIO [Arabidopsis thaliana] 
225303 

LIB3166-030-P1-K1-A6 

BLASTX 

g3298443 

282 

3.0e-25 

101 

59 

-(AB010880). chloroplast ribosomal protein L17 [Nicotiana 
tabacum] 

225304 

LIB3166-030-P1-K1-B10 

BLASTX 

g3193316 

536 

5.0e-55 

115 

89 

(AF069299) 
epimerases 



contains .similarity to nucleotide sugar 
[Arabidopsis thaliana] 



225305 

LIB316.6-030-P1-K1-B11 

BLASTX 

g2218152 

620 

7.0e-65 

122 

89 

(AF005279.) type Ilia membrane protein cp-wapl3 [Vigna 
unguiculata] 

225306 

LIB3166-030-P1-K1-B12 

BLASTX 

g2760837 

302 

1.0e-27 

125 

43 



32057 



NCBI Description 



(AC003105) putative cytochrome P450 [Arabidopsis thaliana] 



Seq. No. 


225307 


Seq. ID 


LIB3166-030-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3493172 


BLAST score 


392 


E value 


3.0e-38 


Match length 


90 


% identity 


87 


NCBI Description 


(U89609) fiber annexin 


Seq. No. 


225308 


Seq. ID 


LIB3166-030-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3386618 


BLAST score 


226 


E value 


1. 0e-18 


Match length 


83 


% identity 


57 


NCBI Description 


(AC004 665) hypothetica; 


Seq. No. 


225309' 


Seq. ID 


LIB3166-030-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g584794 


BLAST score 


339 


E value 


3.0e-32 


Match length 


80 


% identity 


82 


NCBI Description 


PLASMA MEMBRANE AT PAS E 



1 (PROTON PUMP) 

>gi_282953_pir A41779 H+-transporting ATPase (EC 3.6.1.35) 

- curled-leaved tobacco >gi_170289 (M80489) plasma membrane 
H+ ATPase [Nicotiana plumbaginif olia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

"E "value 

Match length 

% identity 

NCBI Description 



225310 

LIB3166-030-P1-K1-B8 

BLASTX 

g3024017 

405 . . - - 

8.0e-40 

79 

96 

EUKARYOTIC TRANSLATION INITIATION FACTOR 1A (EIF-1A) 
(EIF-4C) >gi_2565421 (AF026804) eukaryotic translation 
initiation factor elF-lA [Onobrychis viciifolia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match leng.th 

% identity 

NCBI Description 



225311 

LIB3166-030-P1-K1-B9 

BLASTX 

g4469023 

345 

1.0e-32 

109 

72 

(AL035602) putative protein [Arabidopsis thaliana] 



32058 



Seq. No. 


225312 


Seq. ID 


LIB3166-030-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3559805 


BLAST score 


449 


E value 


3.0e-49 


Match lenoth 


119 


% identitv 


78 


NCBI Description 


(AJ006787) putative phytochelatin synthetase [j 




thaliana ] 


Seq. No. 


225313 


Seq. ID 


LIB3166-030-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g2245108 


BLAST score 


487 


E value 


3 . Oe-49 


Match length 


118 


% identitv 


73 


NCBI Description 


(Z973431 EREBP-4 homoloa TArabidoDsis thaliana 


Sea. No. 


225314 


Seq. ID 


LIB3166-030-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g417592 


BLAST score 


166 


E value 


4.0e-18 


Match length 


78 


% identity 


54 


NCBI Description 


RIBONUCLEIC ACID TRAFFICKING PROTEIN 1 (5* -3' 



EXORIBONUCLEASE) (P116) >gi_83014_pir S20126 

exoribonuclease RATI (EC 3.1.11.-) - yeast (Saccharomyces 
cerevisiae) >gi_172365 (M95626) Ratlp [Saccharomyces 
cerevisiae] >gi_38 6005_bbs_132577 (S 61 5 67) transcription 
activator=TAPl/RATl [Saccharomyces cerevisiae=yeast , 
Peptide, 1006 aa] [Saccharomyces cerevisiae] 
>gi_1420179_emb_CAA99240_ (Z74956) ORF YOR048c 
[Saccharomyces cerevisiae ]^ 



Seq. No. 

Seq. I-D 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225315 , . _ .. - - - - 

LIB3166-030-P1-K1-C5 

BLASTX 

g3647355 

213 

4.0e-17 

72 

56 

(Z97348) predicted using hexExon; MAL3P1.12 (PFC0150w), 
Human hypothetical protein KIAA024 9-related protein len: 
1160 aa; Similarity to 2 human and an yeast hypothetical 
gene. Human hypothetical protein KIAA0249 (SW: Y249_HUMA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



225316 

LIB3166-030-P1-K1-C6 

BLASTX 

g3913518 

202 



32059 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-16 
60 • 
68 

3' (2' ) , S'-BISPHOSPHATE^NUCLEOTIDASE 

(3 ? (2' ) , 5-BISPHOSPHONUCLEOSIDE 3' (2 ' ) -PHOSPHOHYDROLASE) 
(DPNPASE) >gi_1103921 (U40433) 3 ' (2 ' ) , 5 1 -bisphosphate 
nucleotidase [Arabidopsis thaliana] 

225317 

LIB3166-030-P1-K1-C7 
BLASTX 
<g4468992 
499 

1.0e-50 

122 
79 

(AL035605) putative protein [Arabidopsis thaliana] 



064. ISO . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. _ . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3166-030-P1-K1-D12 

BLASTX 

gl621268 

375 

4.0e-36 

114 

69 

(Z81012) unknown [Ricinus communis] 
225319 

LIB3166-030-P1-K1-D3 

BLASTX 

g3080389 

405 

1.0e-39 

103 

79 

(AL022603) putative membrane associated protein 
.[Arabidopsis thaliana] 

.22532.0 . . . . . . . _ . - - - - • - - 

LIB3166-030-P1-K1-D4 

BLASTX 

g4539301 

284 

5.0e-30 

127 

48 

(AL049480) putative mitochondrial protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



225321 

LIB3166-030-P1-K1-D6 

BLASTX 

g3218467 

149 

1.0e-09 
100 



32060 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value • 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method " 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34 • -. 

(AJ006529) putative phosphatase [Gallus gallus] 
225322 

LIB3166-030-P1-K1-D9 

BLASTX 

g3421087 

420 

2.0e-41 

88 

95 

(AF04 3524) 20S proteasome subunit PAE1 [Arabidopsis 
thaliana] 

225323 

LIB3166-030-P1-K1-E10 

BLASTX 

g3281851 

110 

2.0e-ll 

55 

64 

(AL031004) RNA lariat debranching enzyme - like protein 
. [Arabidopsis thaliana] • 

225324 

LIB3166-030-P1-K1-E5 

BLASTX 

gl21953 

170 

4.0e-12 

39 

85 

HISTONE HI >gi_81905_pir S00033 histone Hl.b - garden pea 

>gi_20762_emb_CAA29123_ (X05636) HI histone (AA 1-263) 
[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI" 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225325 

LIB3166-030-P1-K1-E7 

BLASTX _ ._. . __ ... _ . _ . 

g'13'50680 " 
261 

6.0e-23 

72 

71 

60S RIBOSOMAL PROTEIN LI 
225326 

LIB3166-030-P1-K1-F1 

BLASTX 

g3860264 

560 

8.0e-58 

115 

88 

(AC005824) unknown protein [Arabidopsis thaliana] 



32061 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225327 

LIB3166-030-P1-K1-F2 

BLASTX 

gl220196 

184 

1.0e-13 

36 

100 

(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI DescriDtxon 



225328 

LIB3166-030-P1-K1-F3 

BLASTX 

g2739365 

567 

1.0e-58 

126 

81 

(AC002505) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225329 

LIB3166-030-P1-K1-F4 

BLASTX 

g3695383 

621 

6.0e-65 

126 

89 

(AF096370) similar to inorganic pyrophosphatase (Pfam: 
PF00719 Pyrophosphatase, E-value: 2.7e-88) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225330 

LIB3166-030-P1-K1-G1 

BLASTX 

g3549666 

199 

5.0e-16 
53 

74 _ _ _ 

(AL031394 ) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
* BLAST score 
E value 
Match length 
% identity 
NCBI Description 



225331 

LIB3166-030-P1-K1-G12 

BLASTX 

g3668089 

188 

3.0e-14 

91 

42 

(AC004 667) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



225332 

LIB3166-030-P1-K1-G2 

BLASTX 

g4490321 

396 
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P. 1 IIP 


1.0e-38 




X X J 




71 


MpDT Hecpri r'i'fc.'i on 


\ nu v x i u u i ) nxi«xaue lioiio^ui lci ni. a ux Vwivj o x o uiicixxciiiaj 


Sea No. 


225333 


Seq. ID 


LIB3166-030-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g4090533 


BLAST score 


457 


P MA 1 IIP 
i_j v a x u c 


9.0e-46 


M^tr'h 1 pnnfh 


99 


% identity 


83 


NPRT Dp scri r>t* "i on 


fU68215} ACC oxidase TCarica nanaval 


Seq. No. 


225334 


Seq. ID 


LIB3166-030-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


gl871181 


BLAST score 


159 


i_i v a x u. c 


8 . Oe-11 


Mafrh 1 pnrr"i~h 


111 


9fc i Hpnt" i H; 


4 1 




/nQn43Ql rinrr 71 np ■Finrrpr Tirol" p "i n i sol oa rRrphi Hoo*? i q 




f hp 1 "1 anal 
Liiaiiaiia J 


Sea No 


225335 

£—t JL-« *J y^J *J 


Seq. ID 


LIB3166-030-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g4512653 


BLAST score 

uunu i ov— «\-/Xv^ 


520 


P 1 1 11 P 

i—i v a x Lie 


4.0e-53 


Mslrh 1 pnrr*t"h 

L i Q L L^li XC11U L.11 


125 


% i Hpnr i r v 

o x uci i v» x t» y 


82 


NPRT HpQrTi o+" n on 

L^V^OX UC3LL 1 L/ L XU11 


( AP00 1 0 4 ft \ nn known nrnt 1 pi n f Arphi Hnn^i thai i sns 1 
\ nvy \j \j 1 \j 1 \j f unirwiiv^/wii f-J x uLCXii l ni. auxuu nicixxciiicij 


Sea . No . 


225336 


Seq. ID 


LIB31 66-030- P1-K1-G9 


Method 


BLASTX 


NCBI GI 


gl 17 164 2 _ . - 


BLAST score " 


384 


E value 


3.0e-37 


Match length 


103 


% identity 


68 


NCBI Description 


PROBABLE SERINE/THREONINE- PROTEIN KINASE NAK 



>gi_481206_pir S38326 protein kinase - Arabidopsis 

thaliana >gi_166809 (L07248) protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score " 
E value 
Match length 
% identity 



225337 

LIB3166-030-P1-K1-H12 

BLASTX 

g541847 

504 

3.0e-51 

105 

87 



32063 



NCBI Description 



alcohol dehydrogenase (EC 1.1.1.1) - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225338 

LIB3166-030-P1-K1-H2 
BLASTX 
gl350981 
337 

7.0e-41 
114 
78 

40S RIBOSOMAL PROTEIN S3A (S PHASE SPECIFIC 

>gi_480282_pir S36622 hypothetical protein 

>gi_387909 (L23553) S-phase-specif ic protein [Brassica 
rapa] >gi_397"401_emb_CAA81030_ (Z25769) putative product 
[Brassica rapa] 



PROTEIN BIS289) 
- turnip 



Seq. No. 


225339 




LIB3166-031-P1-K1-A1 

uiujiuu v^x xrx i v x n _l 


Ma +■ V\ /^i /H 


BLASTX 


LN \*t D X O X 


yx / lyjju 


RT.A9T ^rnrp 


320 






Via. Lv_*il Icily ull 


74 




84 


MPRT Hocpri t~\ +■ i 

LNV^OX UCOLLiy LXUll 


609 RTR090MAT, PROTFTN T.97A >fii 9129719 n'i'r ^71?Sfi 




ribosomal protein L27a - Arabidopsis thaliana 




>gi_1107487_emb_CAA63025_ (X91959) 60S ribosomal prot' 




T,?7a r Ayah i Hon*? ic? t"hfl 1 "i ana 1 * 




00 R^40 




LIB3166-031-P1-K1-A12 




RT.A^TX 


LN \s D X OX 


a244 3329 


RT.AST .<?rnrp 


520 


E value 


4.0e-53 


Match length 


116 


% identity 


83 - 


NCBI Description 


(D86122) Mei2-like protein [Arabidopsis thaliana] 


Seq. No. 


225341 _ _ . . - 


Seq. ID 


LIB3166-031-Pl-kI-A3 


Method 


BLASTX 


NCBI GI 


g2245005 


BLAST score 


198 


E value 


1.0e-15 


Match length 


73 


% identity 


53 .... 


NCBI Description 


(Z97341) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


225342 


Seq. ID 


LIB3166-031-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g4249382 


BLAST score 


277 ' 


E value 


4.0e-25 


Match length 


75 


% identity 


71 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

225343 

LIB3166-031-P1-K1-B12 

BLASTX 

g3873408 

148 

2.0e-09 

113 

40 

(L76926) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



225344 

LIB3166-031-P1-K1-B2 

BLASTX 

g2642448 

381 

8.0e-37 

112 

28 

(AC002391) hypothetical protein [Arabidopsis thaliana] 
>gi_3169187 (AC004401) hypothetical protein [Arabidopsi 
thaliana] 

225345 

LIB3166-031-P1-K1-B3 

BLASTX 

g4544427 

409 

4.0e-40 

83 

89 

(AC006955) putative f erredoxin-thioredoxin reductase 
[Arabidopsis thaliana] 

225346 

LIB3166-0_31-P1-K1-B4 _ '.. _. . . . 

BLASTX 

g2262159 

216 

1.0e-17 

79 

53 

(AC002329) predicted protein similar to S.pombe protein 
C5H10.03 [Arabidopsis thaliana] 

225347 

LIB3166-031-P1-K1-B8 

BLASTX 

g3096944 

228 

4.0e-19 

68 

59 



32065 



.NCBI Description 



(AL023094) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225348 

LIB3166-031-P1-K1-C1 

BLASTX 

g3641647 

408 

4.0e-40 

103 

72 

(AB006804) ACC synthase [Cucumis sativus] 
225349 

LIB3166-031-P1-K1-C2 

BLASTX 

g2462834 

146 

2.0e-09 

50 

56 

.(AF000657) hypothetical protein [Arabidopsis thaliana] 
225350 

LIB3166-031-P1-K1-C3 

BLASTX 

gl621268 

483 

7.0e-49 

111 

79 

(Z81012) unknown [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225351 

LIB3166-031-P1-K1-C5 

BLASTX 

g3582328 

204 

4.0e-16 
85 

47 _ _ . _ 

(AC0054 96) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225352 

LIB3166-031-P1-K1-C6 

BLASTX 

g4559382 

222. 

3.0e-18 

85 

45 

(AC006526) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



225353 

LIB3166-031-P1-K1-D1 

BLASTX 

g4335755 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



188 

3.0e-14 

99 

44 

(AC006284) putative hydroxyproline-rich glycoprotein 
[Arabidopsis thaliana] 

225354 

LIB3166-031-P1-K1-D10 

BLASTX 

g477280 

244 

8.0e-21 

56 

75 

mitochondrial processing peptidase (EC 3 . 4 . 99. 41) " 55K 
protein precursor - potato >gi_410633_bbs_136740 cytochrome 
c reductase-processing peptidase subunit I, MPP subunit I, 
P55 [potatoes, var. Mar fen a, tuber, Peptide Mitochondrial, 
534 aa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225355 

LIB3166-031-P1-K1-D11 

BLASTX 

g4538965 

240 

2.0e-20 

107 

47 

(AL049488) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225356 

LIB3166-031-P1-K1-D2 

BLASTX 

g4580523 

247 

1.0e-21 

69 ' 
72 

(AF036305) scarecrow-like 8 [Arabidopsis thaliana] . - - - - 
225357 

LIB3166-031-P1-K1-E1 

BLASTX 

g3859598 

311 

8.0e-52 

125 

83 

(AF104919) contains similarity to Myb DNA-binding domains 
(Pfam: PF00249, E=3.7e-27 N=3) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



225358 

LIB3166-031-P1-K1-E2 

BLASTX 

g3915031 

635 
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E value 
Match length 
% identity 
NCBI Description 



1.0e-66 

122 

98 

ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
{ STEAROYL-ACP DESATURASE) >gi_1217628_emb_CAA65232_ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 







[Gossypiuiu hirsutuin] 






225359 




Seq. ID 


LIB3 16 6-031- P1-K1-E7 




Mp1~ hod 


BLASTX 




NCBI GI 


a4204277 




BLAST score 


280 




P. va 1 np 


3.0e-25 




L ACL L. 1 


85 




% identity 


68 




NCBI Description 


(AC004146) Hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


225360 




Seq. ID 


LIB3166-031-P1-K1-E9 




Method 


BLASTX 




NCBI GI 


g2194137 




BLAST score 


338 




E value 


8.0e-32 




Match length 


94 




% identity 


73 




NCBI Description 


(AC002062) ESTs gb_R29947 , gb_H7 6702 come from this gene 


y s 




[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225361 

LIB3166-031-P1-K1-F10 

BLASTX 

g4206765 

185 

6.0e-14 

76 

53 

(AF104329) putative type 1 membrane protein [Arabidopsis 
thaliana] 



Seq. No. - - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225362 " 

LIB3166-031-P1-K1-F3 

BLASTX 

g2275202 

300 

2.0e-27 

109 

52 

(AC002337) acyl-CoA synthetase isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



225363 

LIB3166-031-P1-K1-F4 

BLASTX 

gl362008 

179 

3.0e-13 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method ■ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method' " ~ ~ " 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score " 

E 'value 

Match length 

% identity 

NCBI Description 



59 
13 

ubiquitin-like protein 12 - Arabidopsis thaliana 
225364 

LIB3166-031-P1-K1-F7 

BLASTX 

g4006873 

163 

3.0e-ll 

82 

39 

(Z99707) hypothetical protein [Arabidopsis thaliana] 
225365 

LIB3166-031-P1-K1-G10 

BLASTX 

gl076510 

412 

2.0e-40 

102 

76 

peptidylprolyl isomerase (EC 5.2.1.8) Cyp - kidney bean 
>gi_829.119_emb_CAA52414_ (X74403) cyclophilin [Phaseolus 
vulgaris] 

225366 

LIB3166-031-P1-K1-G11 

BLASTX 

g3763916 

143 

4.0e-09 

84 

38 

(AC004 4 50) unknown protein [Arabidopsis thaliana] 
>gi_4531439_gb_AAD22124.1_AC006224_6 (AC006224) unknown 
protein [Arabidopsis thaliana] 

225367 

LIB3166-031-P1-K1-G3 ._ _ . - 

BLASTX ~ 

g3759184 

328 

1.0e-30 

125 

54 

(AB018441) phi-1 [Nicotiana tabacum] 
225368 

LIB3166-031-P1-K1-G4 

BLASTX 

g2760606 

534 

8.0e-55 

115 

86 

(AB001568) phospholipid hydroperoxide glutathione 



32069 



peroxidase-like protein [Arabidopsis thaliana] >gi_3004869 
(AF030132) glutathione peroxidase; ATGP1 [Arabidopsis 
thaliana] >gi_4539451_emb_CAB39931 . 1_ (AL049500) 
phospholipid hydroperoxide glutathione peroxidase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225369 

LIB3166-031-P1-K1-G6 

BLASTX 

gl694976 

453 

2.0e-45 

103 

84 

(Y09482) HMG1 [Arabidopsis thaliana] 

>gi_2832361_emb_CAA74402_ (Y14073) HMG protein [Arabidopsis 
thaliana] 



Seq. No. 


225370 


Seq. ID 


LIB31 66-03 1-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g4539545 


BLAST score 


• 4 4 6 


E value 


2.0e-44 


Match length 


90 


% identity 


97 


NCBI Description 


(Y16644) PRCI [Nicotiana tabacum] 


Seq. No. 


225371 


Seq. ID 


LIB3166-031-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


gl944216 


BLAST score 


469 


E value 


3.0e-47 


Match length 


98 


% identity 


88 


NCBI Description 


(D84246) alcohol dehydrogenase [Arabidopsis 


Seq. No. 


225372 


Seq. ID • 


LIB3166-031-P1-K1-G9 


Method - " " 


"BLASTX " " 


NCBI GI 


g4249385 


BLAST score 


364 


E value 


2.0e-37 


Match length 


81 


% identity 


91 


NCBI Description 


(AC005966) T2K10.11 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 



225373 

LIB3166-031-P1-K1-H10 

BLASTX 

g3132675 

168 

2.0e-12 

40 

85 

(AF061740) asparagine synthetase [Elaeagnus umbellata] 



32070 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
.NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI* GI 

BLAST score 

E value 

Match length 

% identity " 

NCBI Description 



225374 

LIB3166-031-P1-K1-H12 

BLASTX 

gll5492 

458 

7.0e-46 

90 

51 

CALMODULIN-RELATED PROTEIN >gi_169205 (M80831) 
calmodulin-related protein [Petunia hybrida] 

225375 

LIB3166-031-P1-K1-H3 

BLASTX 

g3860249 

173 

2.0e-12 

66 
58 

(AC005824) unknown protein [Arabidopsis thaliana] 
225376 

LIB3166-031-P1-K1-H7 

BLASTX 

g3114573 

577 

8.0e-60' 

123 

86 

(AF019383) l-deoxyxylulose-5-phosphate synthase [Mentha x 
piperita] 

225377 

LIB3166-031-P1-K1-H8 

BLASTX 

g400923 

4'43 

4.0e-44 

89 . ... . --- - 

97 " 

RAS-RELATED PROTEIN RAB7 >gi_485497_pir S33531 GTP-binding 

protein rab - garden pea >gi_20756_emb_CAA4 6600_ (X65650) 
RAS-related GTP-binding protein [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225378 

LIB3166-032-P1-K1-A1 

BLASTX 

gl944216 

432 

6.0e-43 

92 

87 

(D84246) alcohol . dehydrogenase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



225379 

LIB3166-032-P1-K1-A2 
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Method . • 

NCBI" GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2130149 

614* 

3.0e-64 

120 

98 

translation elongation factor eEF-1 alpha chain - maize 
(fragment) 

225380 

LIB3166-032-P1-K1-B12 

BLASTX 

g2665890 

182 

5.0e-14 

48 

77 

(AF035944) calcium-dependent protein kinase [Fragaria x 

an^nasssl 



m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ' 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



225381 

LIB3166-032-P1-K1-C1 

BLASTX 

g231675 

311 

1.0e-28 
65 

85 . 

C I NNAMYL- ALCOHOL DEHYDROGENASE (CAD) >gi_282955_pir S23525 

cinnamyl-alcohol dehydrogenase (EC 1.1.1.195) - common 
tobacco >gi_19839_emb_CAA44216_ (X62343) cinnamyl-alcohol 
dehydrogenase [Nicotiana tabacum] 

225382 

LIB3166-032-P1-K1-C2 

BLASTX 

g3603401 

351 

2.0e-33 

97 . 

68 " 

(AF083333) cinnamyl-alcohol dehydrogenase [Medicago sativa] 
225383 

LIB3166-032-P1-K1-D1 

BLASTX 

g3094012 

426-.. 

4 .Oe-42 

99 

77 

(AF060569) cold-regulated LTCOR12 [Lavatera thuringiaca] 
225384 

LIB3166-032-P1-K1-D2 

BLASTX 

g82306 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length ' 

% identity 

NCBI Description 



302 

1.0e-27 

82 

63 

myb protein 305 



- garden snapdragon 



225385 

LIB3166-032-P1-K1-D6 

BLASTX 

g417103 

453 

2.0e-45 

94 

96 

HISTONE H3.2, MINOR >gi_28287 l_pir S24346 hi stone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3 . 3 like protein 
[Arabidopsis thaliana] >gi_404 825_emb_CAA42958_ (X60429) 
histone B.3,3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
■H3 [Lolium temulentum] >gi_14 35157_emb_CAA584 4 5_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypiuin hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4 4 90754_emb_CAB38916. 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 

225386 
: LIB3166-032-P1-K1-E1 
BLASTX 
g3860263 
233 

1.0e-19 _ . 

96 
53 

(AC005824) putative cytochrome p450 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225387 

LIB3166-032-P1-K1-E2 

BLASTX 

g4544403 

350 

3.0e-33 

103 

68 

(AC007047) putative glucan endo-1, 3-beta-D-glucosidase 
precursor [Arabidopsis thaliana] 



Seq. No. 



225388 



32073 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

"E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3166-032-P1-K1-E4 

BLASTX 

g3493172 

245 

3.0e-21 

67 

76 

(U89609). fiber annexin [Gossypium hirsutum] 
225389 

LIB3166-032-P1-K1-E8 

BLASTX 

gl246823 

185 

3.0e-18 

70 

67 

(X89865) unknown [Phoenix dactylifera] 
225390 

LIB3166-032-P1-K1-F1 

BLASTX 

gl346526 

461 

3.0e-46 
89 

97 ' 
S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 

>gi_1076533_pir S52218 methionine adenosyltransf erase (EC 

2.5.1.6) - garden pea >gi_609225_emb_CAA57581_ (X82077) 
methionine adenosyltransf erase [Pisum sativum] >gi_609559 
(L36681) S-adenosylmethionine synthase [Pisum sativum] 

225391 

LIB3166-032-P1-K1-F10 

BLASTX 

g4545262 

215 

2.0e-17 . - - 

48" " ' 
85 

(AF118230) metallothionein-like protein [Gossypium 
hirsutum] 

225392 

LIB3166-032-P1-K1-F12 

BLASTX 

gl361979 

267 

2.0e-23 

77 

70 

serine O-acetyltransf erase (EC 2.3.1.30) - watermelon 
>gi_1350550_dbj_BAA1284 3_ (D85624) serine acetyltransf erase 
[Citrullus lanatus] >gi_1841312_dbj_BAA08479_ (D49535) 
serine acetyltransf erase . [Citrullus lanatus] 



32074 



-a>gi_2337772_dbj_BAA21827_ (AB006530) serine 
acetyltransf erase [Citrullus lanatus] 



Seq. No. 


225393 


OC^ . J-U 


LIB3166-032-P1-K1-F2 




RT.A^TX 


MfDT (ZJ 


a3868857 

y -J vj U U U J / 


D J_IXiO A. OOvi C 


408 


Hi VQ1UC 


5 . 0e-40 


na ll>ii icily 


93 


% identity 


82 


NPRT Dpsrri i nn 

IN Vwr U X L> C O V-« J. X k>r J. W 1 1 


(AB013886) RAVI TArabidoDsis thalianal 


Seq. No. 


225394 


Seq. ID 


LIB3166-032-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


gll68727 


BLAST score 


250 




1 .Oe-21 


Match length 


71 


% identity 


65 


NCBI Description 


C I NNAMYL- ALCOHOL DEHYDROGENASE 1 (CAD) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_474300_dbj_BAA03099_ (D13991) cinnamyl alcohol 

dehydrogenase [Aralia cordata] >gi_7 4 508 6_prf 2015401A 

cinnambyl alcohol dehydrogenase [Aralia cordata] 

225395 

LIB3166-032-P1-K1-G10 

BLASTX 

g3123264 

411 

2.0e-40 

86 

88 

60S RIBOSOMAL PROTEIN L27 >gi_2244 857_emb_CAB10279_ 
(Z97337). hypothetical protein [Arabidopsis thaliana] 

225396 

LIB3166-032-P1-K1-G12 

BLASTX _ . . . . - - . - - - 

"g2 98 14 75 
134 

2.0e-14 

54 

81 

(AF053084) putative cinnamyl alcohol dehydrogenase [Malus 
domestica] * 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225397 

LIB3166-032-P1-K1-G2 

BLASTX 

g3461848 , 

203 

5.0e-16 

118 

44 

(AC005315) putative ATPase [Arabidopsis thaliana] 



32075 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225398 

LIB3166-032-P1-K1-H1 

BLASTX 

g625547 

363 

8.0e-35 

108 

69 

chlorophyll a/b-binding protein type I - common tobacco 
>gi_4 93723_emb_CAA45523_ (X64198) photosystem I 
light-harvesting chlorophyll a/b-binding protein [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225399 

LIB3166-032-P1-K1-H12 

BLASTX 

gl34777 



2.0e-20 

91 

51 

STAGE V 
protein 
(X59412 



SPORULATION PROTEIN K >gi_98485_pir S16301 spoVJ 

- Bacillus subtilis >gi_4 0197_einb_CAA4204 9_ 
) spoVJ [Bacillus subtilis] 



225400 

LIB3166-033-P1-K1-A11 

BLASTX 

g3850111 

172 

2.0e-12 

78 

46 

(AL033388) hypothetical integral membrane protein, putative 
involvement in lipid metabolism [Schizosaccharomyces pombe] 

225401 . ■ • 

LIB3166-033-P1-K1-A12 

BLASTX _ _ . . _ , _ _ - - -. 

g2 52 9680 
465 

1.0e-46 

117 

57 

(AC002535) putative protein disulf ide-isomerase precursor 
[Arabidopsis thaliana] 

225402 

LIB3166-033-P1-K1-A8 

BLASTX 

g445613 

147 

8.0e-10 

47 

62 

ribosomal protein .L7 [Solanum tuberosum] 



32076 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225403 

oLIB3166-033-Pl-Kl-Bll 
BLASTX 
gl084321 
241 

2.0e-20 

68 

68 

protochlorophyllide reductase (EC 1.3.1.33) - cucumber 
>gi_2244614_dbj_BAA21089_ (D50085) 

NADPH-protochlorophyllide oxidoreductase [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225404 

LIB3166-033-P1-K1-B12 

BLASTX 

gl220196 

541 

1 . Qe-55 

122 

87 

(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 



'Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



225405 

LIB3166-033-P1-K1-B2 

BLASTX 

g2244759 

553 

5.0e-57 

124 

81 

(Z97335) selenium-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identify " . 

NCBI Description 



225406 

LIB3166-033-P1-K1-B4 

BLASTX 

g4154352 

147 

4-0e-10 

83 

48" ~ " 

(AF110333) PrMC3 [Pinus radiata] 



Seq. No. 225407 

Seq. ID LIB3166-033-P1-K1-B6 

Method BLASTX 

NCBI GI . g587564 

BLAST score 254 

E value 2.0e-22 

Match length 75 

% identity 72 

NCBI Description (X80235) mitochondrial processing peptidase [Solanum 
tuberosum] 

Seq. No. "225408 

Seq. ID LIB3166-033-P1-K1-C10 

Method BLASTX 



32077 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3617770 
147 

1.0e-09 

34 
79 

(Y14329) threonyl-tRNA synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225409 

LIB3166-033-P1-K1-C12 

BLASTX 

g4 5314 4 3 

484 

6.0e-49 

126 

75 

(AC006224) putative 50s ribosomal protein L3 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225410 

LIB3166-033-P1-K1-C2 

BLASTX 

g478673 

291 

3.0e-26 

125 

50 

proline-rich protein precursor - kidney bean 
>gi_2104 6_emb_CAA42942_ (X60391 )_ proline-rich protein 
[Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225411 

LIB3166-033-P1-K1-D12 

BLASTX 

g3559805 

431 

6.0e-43 

90 

80 

(AJ006787) putative phytochelatin synthetase [Arabidopsis 
thaliana] _____ ....... 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



225412 

LIB3166-033-P1-K1-D2 

BLASTX 

g2781355 

209 

1.0e-16 

62 

66 

(AC003113) F2401.ll [Arabidopsis thaliana] 
225413 

LIB3166-033-P1-K1-D4 

BLASTX 

g4210948 

534 

9.0e-55 



32078 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



101 
99 

(AF085275) DnaJ protein [Hevea brasiliensis] 



225414 

LIB3166-033-P1-K1-E2 

BLASTX 

g3249084 

338 

8.0e-32 

118 

21 

(AC004473) Similar to red-1 
gb_X92750 from Mus musculus . 



(related to thioredoxin) gene 
ESTs gb_AA712687 and 
gb_Z37223 come from this gene [Arabidopsis thaliana] 

225415 

LIB3166-033-P1-K1-E3 

BLASTX 

g2462762 

255 

5.0e-22 

85 

59 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

225416 

LIB3166-033-P1-K1-E4 

BLASTX 

g2493318 

230 

4.0e-19 

88 

50 

BLUE COPPER PROTEIN PRECURSOR >gi_562779_emb_CAA80963_ 
(Z25471) blue copper protein [Pisum sativum] 
>gi_1098264_prf 2115352A blue Cu protein ,..[ Pisum sativum] 

225417 

LIB3166-033-P1-K1-E6 

BLASTX 

gll4339 

532 

2.0e-54 

128 

84 

PLASMA MEMBRANE AT PAS E 3 (PROTON PUMP) 

>gi_67 97 4_pir PXMUP3 H+-transporting ATPase (EC 3.6.1.35) 

type 3, plasma membrane - Arabidopsis thaliana >gi_166625 
(J04737) ATPase [Arabidopsis thaliana] 

225418 

LIB3166-033-P1-K1-E7. 

BLASTX 

g3885515 

264 



32079 



E value 
Match length 
% identity 
NCBI Description 



1.0e-24 
'68 
88 

(AF084202; 
sativa] 



similar to ribosomal protein S26 [Medicago 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI 'GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



225419 

LIB3166-033-P1-K1-E8 

BLASTX 

g2499708 

143 

2.0e-09 

39 

77 

PHOSPHOLIPASE D PRECURSOR (.ELD) (CHOLINE PHOSPHATASE) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_1020409_dbj_BAA11135_ (D73410) phospholipase D [Zea 
mays] 

225420 

LIB3166-033-P1-K1-F1 

BLASTX : 

g2262l70 

391 

5.0e-38 

124 

60 

(AC002329) predicted glycosyl hydrolase [Arabidopsis 
thaliana] 

225421 

LIB3166-033-P1-K1-F11 

BLASTX 

g3928862 

147 

2.0e-09 
113 

3l" 

. (AF089710) "disease resistance protein RPP8 [Arabidopsis 
thaliana] _ 

225422 

LIB3166-033-P1-K1-F12 

BLASTX 

g2827714 

248 

3.0e-21 

114 

46 

(AL021684) receptor protein kinase - like protein 
[Arabidopsis thaliana] 



225423 

LIB3166-033-P1-K1- 

BLASTX 

g3252813 

322 



F2 



32080 



E value 
Match length 
% identity 
NCBI Description 



6.0e-30 

73 

84 

(AC004705) vacuolar sorting receptor-like protein 
[Arabidopsis thaliana] >gi_3810586 (AC005398) vacuolar 
sorting receptor-like protein [Arabidopsis thaliana] 



Seq. No. 


225424 


Seq. ID 


LIB31 66-033- P1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl730109 


BLAST score 


452 


E value 


4 . Oe-45 


Match length 


108 


% identity 


81 


NCBI Description 


LEUCOANTHOCYANIDIN DIOXYGENASE (LDOX) (LEUCOANTHi 




HYDROXYLASE) >gi 499022 emb CAA53580 (X75966) 




lpuroanthorvanidin dioxvcrenase TVitis viniferal 


Seq. No. 


225425 


Seq. ID 


LIB3 166-03 3- P1-K1-F4 

XJ ^> XJ ^ ^ V w v "-^ X. J- X \ -X. X. i 


Mpf hod 


BLASTX 


NCBI GI 


gl518540 


BLAST score 


616 


E value 


2.0e-64 


Match length 


128 " - 


% identity 


94 


NCBI Descriotion 


(U53418) UDP— glucose dehydrogenase [Glycine max] 


Sea No 


225426 


Seq. ID 


LIB3166-033-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2341032 


BLAST score 


145 


E value 


1 . Oe-17 


Match length 


107 


% identity 


48 


NCBI Description 


(AC000104) EST gb ATTS0956 comes from this gene. 




[Arabidopsis thaliana] 


Seq. No . 


225427 


Seq. ID 


LIB31 66-033- P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g4098128 


BLAST score 


472 


E value 


2.0e-47 


Match length 


96 


% identity 


97 


NCBI Description 


(U73588) sucrose synthase [Gossypium hirsutum] 


Seq. No. 


225428 


Seq. ID 


LIB3166-033-P1-K1-G1 


Method 


BLASTX 


NCBI . GI 


g3461817 


BLAST score 


288 


E value 


6.0e-26 


Match length 


65 



32081 



% identity 

NCBI Description 



82 

(AC004138) unknown protein [Arabidopsis thaliana] 



Seq. No. 


225429 


Seq. ID 


LIB3166-033-P1-K1-G2 


L L. 1 1UU 


BLASTX 


IN Lv LJ X O X 


a3080398 


RT.A9T qrorp 


312 


TT 1 hp 

£j V CI X L1C 


1 . Oe-28 


Ma f* ph 1 onnfh 
I v ldL,L^il xgiiljl.ii 


123 


% identitv 


26 


NCBI Description 


(AL022603) putative protein [Arabidopsis thaliana] 


Seq. No. 


225430 


Seq. ID 


LIB3166-033-P1-K1-G5 


Mp t~ hod 


BLASTX 


MpDT fJT 
INuDl \J X 




RT.AQT qoot'o 




F. VA 1 UP 

Xj V d -I- U C3 


2 . Oe-34 


Mat" ph 1 o t~i pt "f~ h 

L'ia L.OH XdlLJL.il 


1 1 Q 
X x ^ 




fin 


NPRT Dp^rri nt" l nn 

IN \_i LJ A. J_/^ O JL (_ -L VI i 


(AC , 00 C S824} nut^tivp araonaute orotein fArabidoosis 




fhp 1 i ana 1 
,L.llCLXXClliGL J 


Seq. No. 


225431 


Seq. ID 


LIB3166-033-P1-K1-G9 


i JC L.11LJLJ. 


RT.A^TX 


INL^DX w X 


y J _7 £. / /X 


o T 7\ct eppro 
DuriO 1 OUUIC 


*^sn 


V. va 1 hp 

J — 1 V CL _L IX ^ 


3 Oe-33 


na l-l-ii xciiy uii 


i on 

x \j Ly 


^ xlagii l. x i_ y 


71 

/ X 


NPRT Dp rr iot~ ion 


fAC002534} Dutative kinesin— like Drotein TArabidoo: 




thaliana] 


Seq. No. 


225432 


OCLj • XL/ 


LIR3166-033-P1-K1-H1 

JJXO JX UU U«J«J lX I\X. XIX 


L1C UilLVLl 




LNLyDl OX 




RT.A^T Qpnrp 


600 _ , 


Hi V Cl X U t. 


^ * L/C \J 


na tun xcnyL.ii 


1 2 S 

X £, J 


O X Lid 1 L- X L, y 


94 


NCBI Description 


(U53418) UDP-glucose dehydrogenase [Glycine max] 


Sea * No 


225433 


Seq. ID 


LIB3166-033-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4545262 


BLAST score 


163 


E value 


3.0e-ll 


Match length 


43 


% identity 


67 


NCBI Description 


(AF118230) metallothionein-like protein [Gossypium 




hirsutum] 



Seq. No. 225434 



32082 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description* 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



LIB3166-033-P1-K1-H2 

BLASTX 

g4218535 

387 

2.0e-37 

96 

68 

(AJ010829) GRAB1 protein [Triticum sp.] 
225435 

LIB3166-033-P1-K1-H3 

BLASTX 

g2407800 

363 ^ 

1.0e-34 

98 

78 

(Y12575) histone H2A.F/Z [Arabidopsis thaliana] 
225436 

LIB3166-033-P1-K1-H8 

BLASTX 

g4538903 

264 ' - 

4.0e-23 

55 

87 

(AL049482) putative protein [Arabidopsis thaliana] 
225437 

LIB3166-033-P1-K1-H9 

BLASTX 

g3763917 

226 

9.0e-19. 

94 

49 

(AC004450) hypothetical protein [Arabidopsis thaliana] 
>gi_4531438_gb_AAD22123.1_AC006224_5 (AC006224) 
hypothetical protein [Arabidopsis thaliana] - 

225438 

LIB3166-034-P1-K1-A10 

BLASTX 

g4559342 

475 

7.0e-48 

125 

66 

(AC007087) putative copper methylamine oxidase [Arabidopsis 
thaliana] 

225439 

LIB3166-034-P1-K1-A12* 

BLASTX 

g2842744 

304 



32083 



o value 


7 . Oe-28 


Malrh 1 o n rr"t~ H 


70 




79 


NPRT Dp^rri nfi on 


ENHANCER OF 






kj G VJ . L^l V> • 


225440 


Seq. ID 


LIB3166-034- 


Method 


BLASTX 


NCBI GI 


gll70373 


BLAST score 


537 


E value 


3.0e-55 


Match length 


118 


% identity 


88 


NCBI Description 


HEAT SHOCK ( 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684_ (X74604) heat shock protein 70 
cognate [Arabidopsis thaliana] 

225441 

LIB3166-034-P1-K1-A4 

BLASTX 

g3287693 

384 

2.0e-37 

87 

82 

(AC003979) Similar to LIM17 gene product gb_4653769 from 
the genome of Synechocystis sp. gb_D90916. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



225442 

LIB3166-034-P1-K1-A9 

BLASTX 

gl362093 

157 

1.0e-10 

37 
81 

hypothetical protein (clone TPP15) - tomato ..(.fragment ) 
>gi^924632 (U20595) unknown [Solanum lycopersicum] 

225443 

LIB3166-034-P1-K1-B1 

BLASTX 

g2980795 

420 

2.0e-41 

89 

89 

(AL022197) putative protein [Arabidopsis thaliana] 
225444 

LIB3166-034-P1-K1-B10 

BLASTX 

g2809255 

279 



32084 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6'.0e-25 

73 • 
74 

(AC002560) F21B7.24 [Arabidopsis thaliana] 
225445 

LIB3166-034-P1-K1-B11 

BLASTX 

gl703446 

190 

1.0e-14 

94 

45 

L- AS PARAG I NASE 
>gi_1076292_pir 
>gi_7 3 5 9 1 8_emb_CAA8 4367 
thaliana] 



L - AS PARAG I N E AMIDOHYDROLASE) 
_S53127 asparaginase - Arabidopsis thaliana 
(Z34884) asparaginase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2254 4 6 

LIB3166-034-P1-K1-B12 

BLASTX 

gl351272 ' 

141 

3.0e-09 

28 

89 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) >gi_414550 
(U02949) cytosolic triose phosphate isomerase [Arabidopsis 

thaliana] >gi_742408_prf 2009415A triose phosphate 

isomerase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225447 

LIB3166 

BLASTX 

gl07651 

329 

9.0e-31 

129 

56 

pectine 
>gi_732 
vulgari 



■034-P1-K1-B4 



st erase precursor - kidney bean _ . . 

9 1 3_emb_CAA5 9 4 8 2_ (X85216) pectinesterase [Phaseolus 

s] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



225448 

LIB3166-034-P1-K1-B5 

BLASTX 

gl928981 

304 

6.0e-28 

91 

68 

(U92651) 



tonoplast intrinsic protein bobTIP26-l [Brassica 



oleracea var. botrytis] 
225449 

LIB31 66-034 -P1-K1-B6 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3123271 
356 

1.0e-40 

98 

85 

40S RIBOSOMAL PROTEIN S6 >gi_2224751_emb_CAA74381_ 
ribosomal protein S6 [Arabidopsis thaliana] 



(Y14052) 



225450 

LIB3166-034-P1-K1-B7 

BLASTX 

g4539330 

377 

2.0e-36 

104 

68 

(AL035679) putative receptor-like protein kinase (fragment) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method i 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225451 

LIB3166-034-P1-K1-B8 

BLASTX 

g2642448 

168 

7.0e-12 

122 

37 

(AC002391) hypothetical protein [Arabidopsis thaliana] 
>gi_3169187 (AC004401) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225452 

LIB3166-034-P1-K1-B9 

BLASTX 

gll70938 

507 

1.0e-51 

IIS'' - 
86 

S-ADENOSYLMETHIONINE_ SYNTHETASE 2 (METHIONINE . . .. - 
ADENOSYLTRANSFERASE 2) ( ADOMET SYNTHETASE 2) 

>gi_481566_pir S38875 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429106_emb_CAA80866_ (Z24742) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



Seq. No. 

Seq'. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225453 

LIB3166-034-P1-K1-C1 

BLASTX 

g4263711 

230 

3.0e-19 

58 

81 

(AC006223) putative CCR4-associated transcription factor 
[Arabidopsis thaliana] 



32086 



Seq. No. 

Seq.' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225454' 

LIB3166-034-P1-K1-C10 

BLASTX 

g4262250 

265 

2.0e-23 

87 

69 

(AC006200) putative aldolase 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225455 

LIB3166-034-P1-K1-C2 

BLASTX 

gl518540 

144 

4 .Oe-09 

33 

82 

(U53418) UDP-glucose dehydrogenase 



max j 





Seq. No. 


225456 




Seq. ID 


LIB3166-034-P1-K1-C3 




Method 


BLASTX 




NCBI GI 


g4514716 




-BLAST score 


178 




E value 


5.0e-13 




Match length 


84 


on 


% identity 


37 




NCBI Description 


(AB017533) EPc [Nicotiana tabacum] 




Seq. No. 


225457 




Seq. ID 


LIB3166-034-P1-K1-C5 


i 


Method 


BLASTX 


=== 


NCBI GI 


g4426565 


jj ^5 


BLAST score 


211 




E value 


7.0e-17 




Match length 


112 




% identity 


40 




NCBI Description 


(AF031483) unknown [Rattus norvegicus] 



Seq. No. • 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



225458" • ' 

LIB3166-034-P1-K1-C6 

BLASTX 

g4490297 

147 

2. Oe-09 

76 

37 

(AL035678) putative protein [Arabidopsis thaliana] 
225459 

LIB3166-034-P1-K1-C7 

BLASTX 

gl495804 

406 

6.0e-40 
104 
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% identity 73 

NCBI Description (X96406) 13-lipoxygenase [Solanum tuberosum] 

Seq. No. 225460 

Seq. ID LIB3166-034-P1-K1-C8 

Method BLASTX 

NCBI GI g3676818 

BLAST score 215 

E value t 2.0e-17 

Match length 55 

% identity 71 

NCBI Description (AF091514) metallothionein homolog [Elaeagnus umbellata] 

Seq. No. 225461 

Seq. ID LIB3166-034-P1-K1-D10 

Method BLASTX 

NCBI GI g3080437 

BLAST score 142 

E value 1.0e-08 

Match length 50 

% identity 66 

NCBI Description (AL022605) putative protein [Arabidopsis thaliana] 

Seq. No. 225462 

Seq. ID LIB3166-034-P1-K1-D11 

Method BLASTX 

NCBI GI gl778376 

BLAST score 566- 

E value 2.0e-58 

Match length 130 

% identity 81 

NCBI Description (U81288) PsRT17-l [Pisum sativum] 

Seq. No. 225463 

Seq. ID LIB3166-034-P1-K1-D12 

Method . BLASTX . 

NCBI GI gl707008 

BLAST score 319 

E value 1.0e-29 

Match length 91 ' __ . __ . . - 

% identity • 73 " " " 

NCBI Description (U78721) 30S ribosomal protein S5 isolog [Arabidopsis 
thaliana] 

Seq. No. 225464 

Seq. ID LIB3166-034-P1-K1-D5 

Method BLASTX 

NCBI GI g3759184 

BLAST score 398 

E value 7.0e-39 

Match length 116 

% identity 66 

NCBI Description (AB018441) phi-1 [Nicotiana tabacum] . 

Seq. No. 225465 

Seq. ID LIB3166-034-P1-K1-D7 

Method BLASTX 
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NCBI GI * 


g533084 


BLAST score 


376 


E value 


2.0e-36 




92 




75 


NCBI Descriotion 


(U07597) delta-9 stearoyl-acyl 




Drecursor TThunberaia alatal 


Seq. No. 


225466 


Seq. ID 


LIB31 66-034 -P1-K1-D9 


Method 


BLAST X 


NCBI GI 


gl944216 


BLAST score 


410 


E value 

X_J V U ^ l«X x> 


2 . 0e-40 


Mai" rh 1 print h 


91 


% identity 


86 


NCBI DescriDtion 


(D84246) alcohol dehvdrocrenase 


Seq. No. 


225467 


Seq. ID 


LIB3166-034-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g2055374 


BLAST score 


501 


E va 1 up 


7.0e-51 * 


Mat ph 1 encrt h 


127 


% i Hpnt" i t v 

O XUC11 LX L y 


78 


NCBI DpsrriDtion 


(O2909S} serine— threonine nroti 




apqf 1 VUTTl 1 
a c o l. ^ v uiil j 


Seq. No. 


225468 


Seq. ID 


LIB31 66-034 -P1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl709846 


BLAST score 


264 


E value 


4.0e-23 


Match length 


127 


% identity 


43 



NCBI Description 



PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR >gi_706853 (U04336) 
22 kDa component of photosystem II [Lycopersicon 
esculent urn] •_ _ . - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225469 

LIB3166-034-P1-K1-E12 

BLASTX 

g3493172 

551 

8.0e-57 

110 

98 

(U89609) fiber annexin [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



225470 

LIB3166-034-P1-K1-E4 

BLASTX 

gl351202 

643 

2.0e-67 



32089 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



129 
94 

TUBULIN BETA. CHAIN >gi_312989_emb_CAA42777_ 
beta-tubulin [Glycine max] 



(X60216) 



225471 

LIB31 66-034 -P1-K1-E8 

BLASTX 

g3885334 

371 

1.0e-35 

125 

62 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 

225472 

LIB3166-034-P1-K1-E9 

BLASTX 

g464849 

524 

1.0e-53 

99 

98 

TUBULIN ALPHA CHAIN >gi_4 8684 7_pir S36232 tubulin- alpha 

chain - almond >gi_20413_emb_CAA47635_ (X67162) 
alpha-tubulin [Prunus dulcis] 



Seq. No. 


225473 


Seq. ID 


LIB3166-034-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2160166 


BLAST score 


170 


E value 


5.0e-12 


Match length 


70 


% identity . 


50 


NCBI Description 


(AC000132) No definition line found [Arabidopsis 


Seq. No. 


225474 


Seq. ID 


LIB3166-034-P1-K1-F2 _ _ . 


Method - - - • 


BLASTX 


NCBI GI 


g3868853 


BLAST score 


240 


E value 


2.0e-20 


Match length 


71 


% identity 


65 


NCBI Description 


(AB013853) GPI-anchored protein [Vigna radiata] 


Seq. No. 


225475 


Seq. ID 


LIB3166-034-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3286721 


BLAST score 


187 . 


E value 


2.0e-14 


Match length 


53 


% identity 


72 


NCBI Description 


(AJ00744 9) trans-cinnamic 4-monooxygenase [Cicer 



32090 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225476 

LIB3166-034-P1-K1-G1 

BLASTX 

g3901012 

231 

1.0e-27 

97 

70 

(AJ130885) xyloglucan endotransglycosylase 1 
sylvatica] 



[Fagus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225477 

LIB3166-034-P1-K1-G10 

BLASTX 

g2507281 

273 

2.0e-24 

56 

93 

GTP-BINDING NUCLEAR PROTEIN RAN- 2 >gi_l 668706_emb_CAA66048_ 
(X97380) atran2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225478. 

LIB3166-034-P1-K1-G2 

BLASTX 

g2194128 

2 96 

7.0e-27 

113 

54 

(AC0020 
kinase 



62) Strong similarity to Arabidopsis receptor-like 
(gb_ATLECGENE) and F20P5.15. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



225479 

LIB3166-034-P1-K1-G3 

BLASTX 

g4557062 * 

256 

2.0e-22 

99 ~ - " " ' " 
58 

(AC007045) hypothetical protein [Arabidopsis thaliana] 
225480 

LIB3166-034-P1-K1-G4 

BLASTX 

g228210 

504 

3.0e-51 

117 

77 

granule-bound starch synthase [Solanum tuberosum]. 
225481 

LIB3166-034-P1-K1-G9 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3367534 
481 

1.0e-48 

107 

86 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - • - 

NCBI Description 



225482 

LIB3166-034-P1-K1-H1 

BLASTX 

g3286691 

367 

3.0e-35 

94 

74 

(AJ007450) auxilin-like protein [Arabidopsis thaliana] 
225483 

LIB3166-034-P1-K1-H10 

BLASTX 

gl351271 

314 

2.0e-29 

70 

83 

TRIOSEPHOSPHATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 

>gi_1084309_pir S52032 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - spinach >gi_806312 
(L36387) triosephosphate isomerase, chloroplast isozyme 
[Spinacia oleracea] 

225484 

LIB3166-034-P1-K1-H2 

BLASTX 

gll3461 

259 

3.0e-26 * * - 

72 

86 • 

ADP,ATP CARRIER PROTEIN PRECURSOR (ADP/ATP TRANSLOCASE) 
(ADENINE NUCLEOTIDE TRANSLOCATOR) (ANT) 

>gi_100423_pir S14874 ADP, ATP carrier protein, ACC - 

potato >gi_21405_emb_CAA4 0782_ (X57557) adenine nucleotide 
translocator [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225485 

LIB3166-034-P1-K1-H5 

BLASTX 

g3080437 

202 

8.0e-16 

50 

84 

(AL022605) putative protein [Arabidopsis thaliana] 



32092 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225486 

LIB3166-034-P1-K1-H7 

BLASTX 

g2864614 

366 

4.0e-35 

119 

56 

(AL021811) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225487 

LIB3166-034-P1-K1-H8 

BLASTX 

g3063396 

349 

2.0e-33 

77 

86 

(AB012947) vcCyP [Vicia faba] 
225488 

LIB3166-035-P1-K1-A12 

BLASTX 

g542125 

201 t 

1.0e-16 

52 

94 

translation" elongation factor eEF-1 alpha chain - barle 
>gi_396134_emb_CAA80666_ (Z23130) protein synthesis 
elongation factor-1 alpha [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description" 



225489 

LIB3166-035-P1-K1-A2 

BLASTX 

g3309243 

461 

3.0e-46 

93 

(AF073507) aconitase-iron regulated protein 1 [Citrus 
limon] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



225490 

LIB3166-035-P1-K1-A3 

BLASTX 

g4567245 

231 

2.0e-19 

77 

62 

(AC007070) unknown protein [Arabidopsis thaliana] 
225491 

LIB3166-035-P1-K1-A4 

BLASTX 

g4220474 
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BLAST score 


208 


L-t vox Lit; 


1 . Oe-16 


Ma+'^h 1 d r"\ /T 4- V*i 

lyjaccn xeiiyuii 


X \J *± 


W ^ 1^ 4* ^ 4* 1 F 

t! laencity 


S4 


MpDT no<5r , T*i nt" i on 


fAP006069} nutative mvosin 




Liiaxxaiio J 




225492 


Oct] • X U 


LIB31 66-035 -P1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl220196 




293 


IT* T73 1 no 




rlaLUIl XcIiyCIl 


fin 


x> xiwici.ii l <— _y 


85 






O C ^ • IN) W • 


225493 




T,TR3ifi(=;-n^^-Pi-Kl-A6 


Method 


BLASTX 


NCBI GI 


g4262250 


DLirto 1 oouxtr 


S24 


£j Value 


X . -~/ _j 


T\A 4- V*k 1 4— V\ 

LYiaucn xeriyUii 


i n^ 






INL^-Dx UcbOIipilUIl 


fArnOfi?00^ nnl-afi vp al Hnl a 

\ \J \J \J \J \J / LJULd LX VC axuuxai 


O C VJ » LNU • 


225494 




iiiD Jiuu irx r\x ox 


Method 


BLASTX 


NCBI GI 


g2431769 


OiinO X SLUIC 


227 


E value 


/ • UC X .7 








77 


1NV_,DX L/COLIipLlUU 


\\J\j£.l-J£*l a^X vXX L XUUO v_/lLLCl X J 


O C • LN ^ . 


2254 95 


Corr TP) 


LIB3166-035-P1-K1-B1L* 


Mpfhnri 


RT.A^TX 




0421989 


BLAST score 


292 


E value 


2.0e-26 


11 a LLll XCiiyUll 




t> laentity 


fin 




covTii n — ha rl o \/ ^rri 1 Qflll i 
oci Lyxii uaiicy x x.j'v r x. i 




f Hm-dpum vulcrarel >cri 44 47 




^ nui nc uxu v uxy ai c j 


Can Mn 


225496 


Seq. ID 


LIB3166-035-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3935184 


BLAST score 


264 


E value 


4.0e-23 


Match length 


120 


% identity 


53 



32094 



NCBI Description 



(AC004557) F17L21.27 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225497 

LIB3166-035-P1-K1-B3 

BLASTX 

g2213610 

167 

1.0e-ll 

102 

20 

(AC000103) F21J9.4 [Arabidopsis thaliana] 
225498 

LIB3166-035-P1-K1-B8 

BLASTX 

g547683 

604 

6.0e-63 

126 

94 

HEAT SHOCK COGNATE PROTEIN 80 >gi_170456 (M9654 9) heat 
shock cognate protein 80 [Solanum lycopersicum] 

>gi_445601_prf 1909348A heat shock protein hsp80 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225499 

LIB3166-035-P1-K1-C12 

BLASTX 

g3242723 

401 

4.0e-39 

125 

62 

(AC003040) 
thaliana] 



putative acetone-cyanohydrin lyase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST "score" 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225500 

LIB3166-035-P1-K1-C3 
BLASTX 

g4335764 -- 

477 

4.0e-48 

117 

46 

(AC006284) putative WRKY DNA-binding protein [Arabidopsis 
thaliana] 

225501 

LIB3166-035-P1-K1-C8 

BLASTX 

g729442 

385 

2.0e-37 

105* 

73 

PROBABLE PROTEIN DISULFIDE ISOMERASE P5 PRECURSOR 
>gi_166380 (M80235) glucose-regulated endoplasmic reticular 



32095 



protein precursor [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq..- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225502 

LIB3166-035-P1-K1-D2 

BLASTX 

g2088651 

143 

5.0e-09 

50 

64 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

225503 

LIB3166-035-P1-K1-D5 

BLASTX 

g3176965 

500 

9.0e-51 

122 

84 

(AF067967) pyrroline-5-carboxylate synthetase 
[Mesembryanthemum crystallinum] 

225504 

LIB3166-035-P1-K1-D7 

BLASTX 

g2832629 

143 

3.0e-10 

118 

33 

(AL021711) 
thaliana] 



4-coumarate-CoA ligase - like [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value • - 

Match length 

% identity 

NCBI Description 



Seq. No. v 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225505 

LIB3166-035-P1-K1-E1 :: 

BLASTX 

g3036840 

298 

4.0e-27 

118 

49 

(AJ222967) cystinosin [Homo sapiens] 

>gi_3036851_emb_CAA75882_ (Y15924) cystinosin [Homo 
sapiens] 

225506 

LIB3166-035-P1-K1-E12 

BLASTX 

g586318 

153 

4.0e-10 

70 

47 

HYPOTHETICAL 30.3 KD PROTEIN IN MBA1-RPS13 INTERGENIC 
REGION >gi_626233_pir S4 6059 probable membrane protein 



32096 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ' 

Match length 

% identity 

NCBI Description 



YBR187w - yeast (Saccharomyces cerevisiae) 
>gi_536548_emb_CAA85148_ (Z36056) ORF YBR187W 
[Saccharomyces cerevisiae] >gi_575915 (U02073) unknown 
[Saccharomyces cerevisiae] 

225507 

LIB3166-035-P1-K1-E5 

BLASTX 

g4508073 

288 ; 

5.0e-26 

86 

63 

(AC005882) 43220 [Arabidopsis thaliana] 
225508 

LIB3166-035-P1-K1-E7 

BLASTX 

g4 22 04 81 

193 

5.0e-15 

89 

44 

(AC006069) unknown protein ' [Arabidopsis thaliana] 
225509 

LIB3166-035-P1-K1-F11 

BLASTX 

g2896801 

151 . 

2.0e-10 

61 

52 

(AC004155) ERCC4_M0USE [Mus musculus] 
225510 

LIB3166-035-P1-K1-F12 

BLASTX 

g2558664 

200 . ... . •. 

T.0e-1~5 " 
112 
38 

(AC002354) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 225511 

Seq. ID LIB3166-035-P1-K1-F5 

Method BLASTX 

NCBI GI gl208776 

BLAST score 155 

E value 8.0e-ll 

Match length 38 

% identity 68 

NCBI Description (U48367) alcohol dehydrogenase [Pinus banksiana] 
>gi_1208788 (U48373) alcohol dehydrogenase [Pinus 
banksiana] 



32097 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225512 

LIB3166-035-P1-K1-G10 

BLASTX 

gll74162 

501 

6.0e-51 

95 

91 

(U44976) ubiquitin-conjugating enzyme [Arabidopsis 
thaliana] >gi_3746915 (AF091106) E2 

ubiquitin-conjugating-like enzyme [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225513 

LIB3166-035-P1-K1-G12 

BLASTX 

gl31772 

536 

5.0e-55 

116 
92 

4 OS RIBOSOMAL PROTEIN S14 (CLONE MCH1) 

>gi_82723_pir_A30097 ribosomal protein S14 (clone MCH1) 
maize 



Seg. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225514 

LIB3166-035-P1-K1-G3 

BLASTX 

g2275201 

228 

5.0e-19 

92 

47 

(AC002337) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length " 

% identity 

NCBI Description 



225515 

LIB3166-035-P1-K1-G5 

BLASTX 

g4572674 ' 

235 

5.0e-20 _. _ ...... .. 

78 
59 

(AC006954) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225516 

LIB3166-035-P1-K1-G7 

BLASTX 

g2275204 

296 

6.0e-27 

73 

70 

(AC002337) DNA binding protein isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



225517 

LIB3166-035-P1-K1-G9 



32098 



Method BLASTX 

NCBI GI g99893 

BLAST score 4 56 

E value 1.0e-45 

Match length 95 

% identity 93 

NCBI Description chlorophyll a/b-binding protein 4 - soybean 

Seq. No. 225518 

Seq. ID LIB3166-035-P1-K1-H1 

Method BLASTX 

NCBI GI g4218535 

BLAST score 220 

E value 4.0e-18 

Match length 58 

% identity 66 

NCBI Description (AJ010829) GRAB1 protein [Triticuin sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225519 

LIB3166-035-P1-K1-H10 

BLASTX 

g3552003 

496 

2.0e-50 

120 

81 

(AF085083) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_3552005 (AF085084) alcohol dehydrogenase A [Gossypium 
hirsutum] >gi_3552007 (AF085085) alcohol dehydrogenase A 
[Gossypium hirsutum] >gi_4140632 (AF090165) alcohol 
dehydrogenase A [Gossypium hirsutum] >gi_4140634 (AF090166) 
alcohol dehydrogenase A [Gossypium hirsutum] >gi_4 140636 
(AF090167) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_4140638 (AF090168) alcohol dehydrogenase A [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 

BLAST score . 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225520 

LIB3166-035-P1-K1-H2 

BLASTX 

g4469026 

182 - " " 

2.0e-17 

59 

81 

(AL035602) hypothetical protein [Arabidopsis thaliana] 
225521 

LIB3166-035-P1-K1-H9 

BLASTX 

g3023190 

268 

7.0e-24 

64 -* ,. 
84 

14-3-3-LIKE PROTEIN 16R >gi__18884 59_emb_CAA72381_ (Y11685) 
14-3-3 protein [Solanum tuberosum] 



32099 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
.BLAST score 
E value 
Match length 
% identity 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



225522 

LIB3166-036-P1-K1-A1 

BLASTX- 

g4220512 

279 

7.0e-25 

107 

51 

(AL035356) putative pectate lyase [Arabidopsis thaliana] 
225523 

LIB3166-036-P1-K1-A10 

BLASTX 

g4538911 

432 

7.0e-43 

107 

81 

(AL04 9482) hypothetical protein [Arabidopsis thaliana] 
225524 

LIB3166-036-P1-K1-A12 

BLASTX 

g586069 

155 ■-. 

2.0e-10 

58 

45 

VALYL-TRNA SYNTHETASE (VALINE — TRNA LIGASE) (VALRS) 

>gi_541424_pir S41420 valine— tRNA ligase (EC 6.1.1.9) - 

Bacillus subtilis >gi_452309_emb_CAA54458_ (X77239) 
valyl-tRNA synthetase [Bacillus subtilis] 
>gi_2635274_emb_CAB14769_ (Z99118) valyl-tRNA synthetase 
[Bacillus subtilis] 

225525 

LIB3166-036-P1-K1-A2 . 
BLASTX . " " 

gl20673 

389 _. .__ . _ 

6.0e-38 

95 

79 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66013_pir DEPJG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - garden petunia 
>gi_20551_emb_CAA42904_ (X60346) glyceraldehyde 
3-phosphate dehydrogenase [Petunia x hybrida] 

225526 

LIB3166-036-P1-K1-A4 

BLASTX ■ 

g4105772 

442 . 

5.0e-44 

116 

43 



32100 



NCBI Description 



(AF049917) PGP9B [Petunia x hybrida] 



Seq. No. 


225527 


Seq. ID 


LIB3166-036-P1-K1-A8 


Mpf hod 


BLASTX 


NCRT GI 

1 1 N^/ !_/ -1_ 


a2760345 


BLAST srorp 


539 


1_J V \Jk wti 


2 Oe-55 


Marph 1 pnnrh 


115 


ft -1 Hpnf l r v 


26 


NCBI Description 


(U84967) ubiquitin [Arabidopsis thaliana] 


Seq. No. 


225528 


Seq. ID 


LIB3166-036-P1-K1-B1 


Mpt hod 


BLASTX * 


NCBI GI 


a3451078 


BLAST scorp 


207 


E value 


2 . Oe-16 


Marph 1 pnnth 


112 


St "iH^n1~*i't"\/ 

u 1UC11U1 Ly 


3ft 


NCBI Description 


(AL031326) putative protein [Arabidopsis thaliana] 


Seq. No. 


225529- 


Seq. ID 


LIB3166-036-P1-K1-B11 


1 J C Lll \y VX 


BLASTX 


LN^Dl OX. 


a3S??938 




166 


R V3 1 IIP 


1 . Oe-11 


M,p"t~ph 1 pnfrhh 

Lid XC11U Lll 


73 


o XUC11 L X L y 


4 1 


NCBI Description 


(AC004 411) unknown protein [Arabidopsis thaliana] 


Spo Nn 


99SS30 


Seq. ID - 


LIB3166-036-P1-K1-B3 


Mpt hod 

ilv L<1 IvU 


BLASTX 


NCBI GI 


g2507421 


BLAST score 


283 


E valup 

<U V d \JL w 


2 . Oe-25 


Mat ph 1 pnerth 


61 


% i Hpn t* "i 1 - v 


89 


NCBI De sprint ion 


PROTEIN TRANSLATION FACTOR SUI1 H0M0L0G >oi 1800277 




(1181049} frflnsl aHnn initiation farhnr r Ar^oi Hon^i *5 




thalianal >ai 4490709 emb CAB38843 1 (AL035680) 




translation initiation factor [Arabidopsis thaliana 


Seq. No. 


225531 


Seq. ID 


LIB3166-036-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g401322 


BLAST score 


295 


E value 


8.0e-27 


Match length 


64 


% identity 


92 


NCBI Description 


VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 



SUBUNIT) >gi_167313 (L03186) vacuolar H+-ATPase catalytic 
subunit [Gossypium hirsutum] 



32101 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225532 

LIB3166-036-P1-K1-C4 • 

BLASTX 

g3033400 

344 

2.0e-32 

119 

60 

(AC004238) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225533 

LIB3166-036-P1-K1-D2 

BLASTX 

g4210948 

307 

2.0e-28 

67 

91 

(AF085275) DnaJ protein [Hevea brasiliensis] 
225534 

LIB3166-036-P1-K1-D3 

BLASTX 

gl26329r 

448 

4.0e-47 
105 
89 . 

(U4 9452) alcohol dehydrogenase 2b [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



225535 

LIB3166-036-P1-K1-D4 

BLASTX 

g4115936 

158 

9.0e-ll 

55 

51 

(AF118223) No" definition line found [Arabidopsis _thalianal- 
225536 

LIB3166-036-P1-K1-D5 

BLASTX 

g266946 

226 

8.0e-19 

57 
81 

60S ACIDIC RIBOSOMAL PROTEIN P0 (LIGHT-INDUCED 34 KD 

PROTEIN) >gi_71143_pir R5UBP0 acidic ribosomal protein P0 

- red goosefoot >gi_18141_emb_CAA3327 6_ (X15206) 34kD 
light-induced protein [Chenopodium rubrum] 

225537 

LIB3166-036-P1-K1-D8 
BLASTX 



32102 



NCBI . GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g324 90.88' 

196 * "~ * 

3.0e-15 

67 

48 

(AC004473) Contains similarity to goliath protein gb_M97204 
from D. melanogster. [Arabidopsis thaliana] 

225538 

LIB3166-036-P1-K1-D9 

BLASTX 

g4336426 

164 

3.0e-12 

81 

49 

(AF090835) Ca2+-dependent protein kinase [Mesembryanthemum 
crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
" Ma t c h~" ie n g"t h 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225539 

LIB3166-036-P1-K1-E11 

BLASTX 

g416922 

222 

3.0e-18 

94 

52 

DEOXYURIDINE 5 ' -TRIPHOSPHATE NUCLEOTIDOHYDROLASE (DUTPASE) 

(.DUTP PYROPHOSPHATASE). (P18) >gi_28294 7_pir JQ1599 dUTP 

pyrophosphatase (EC 3.6.1.23) - tomato 

>gi_251897_bbs_109276 (S40549) deoxyuridine triphosphatase, 
dUTPase, P18 {EC 3.6.1.23} [tomatoes, Tint Tim cultivar 
LA154, Peptide, 169 aa] [Lycopersicon esculentum] 

225540 

LIB3166-036-P1-K1-E12 

BLAST* 

g2853087 

234 

5.0e-20 __ 

64 ' 
75 

(AL021768) putative protein [Arabidopsis thaliana] 
225541 

LIB3166-036-P1-K1-E2 

BLASTX 

g2688824 

276 

1.0e-24 

70 

79 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 



Seq. No. 
Seq. ID 



225542 

LIB3166-036-P1-K1-E3 



32103 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3860274 

144 

3.0e-09 

32 

81 

(AC005824) unknown protein [Arabidopsis thaliana] 

>gi_4 314397_gb_AAD15607_ (AC006232) putative zinc finger 

protein [Arabidopsis thaliana] 



Sea No . 


225543 




LIR3166-036-P1-K1-E6 

JjlO J1UU \s -J \J t _L 1\ J_ Lj\J 


Method 


BLASTX 


NCBI GI 


g3169182 


BLAST score 


178 


E value 


2.0e-13 


Match length 


69 


% identity 


42 


NCBI Description 


(ACGG4 4G1) unknown p: 


Seq. No. 


225544 


Seq. ID 


LIB3166-036-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3142300 


BLAST score .-■ 


162 


E value 


1.0e-17 


Match length 


112 


% identity 


59 


NCBI Description 


(AC002411) Contains ; 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64908 
and gb_T88158, gb_N38703 and gb_AA65104 3 come from this 
gene. [Arabidopsis thaliana] 

225545 

LIB3166-036-P1-K1-F12 
BLASTX 

gl729860 , „- 
255 

4.0e-22 

80 _ 
66 

2 6S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) (MG (2+) -DEPENDENT ATPASE 1) 

(LEMA-1) >gi_1362099_pir S56672 probable 26S proteinase 

chain MA-1 - tomato >gi_732815_emb_CAA52445_ (X74426) 
Mg-dependent ATPase 1 [Lycopersicon esculentum] 

225546 

LIB3166-036-P1-K1-F2 

BLASTX 

g462195 

351 

2.0e-33 

77 

88 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 
>gi_100682_pir S21636 GOS2 protein - rice 



32104 



>gi^20238_emb_CAA36190_ (X51910) G0S2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.- -No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



225547 

LIB3166-036-P1-K1-F3 

BLASTX 

g3901012 

248 

8.0e-27 

102 

68 

(AJ130885) 
sylvatica] 



xyloglucan endotransglycosylase 1 [Fagus 



225548 

LIB3166-036-P1-K1-F8 

BLASTX 

CT485518 

247 

1.0e-26 

80 

78 

ubiquitin / ribosomal protein CEP52 - rice 
>gi_303857_dbj_BAA02154_ (D12629) ubiquitin/ribosomal 
polyprotein [Oryza sativa] 

225549 

LIB3166-036-P1-K1-F9 

BLASTX 

g3915021 

379 

8.0e-37 

92 

78 

SUCROSE-PHOSPHATE SYNTHASE 1 

(UDP-GLUCOSE-FRUCTOSE-PHOSPHATE GLUCOSYLTRANSFERASE 1) 
>gi_219034 8_emb_CAA72506_ (Y11821) sucrose-phosphate 
synthase [Craterostigma plantagineum] 

225550 " 

LIB3166-036-P1-K1-G1 • 

BLASTX 

g20729 

169 

6.0e-12 

55 
64 

(X15190) precursor (AA -68 to 337) [Pisum sativum] 
225551 

LIB3166-036-P1-K1-G10 

BLASTX 

g4544431 

141 

1.0e-08 
41 



32105 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68 

(AC006955)" hypothetical protein [Arabidopsis thaliana] 
225552 

LIB3166-036-P1-K1-G12 

BLASTX 

gll9350 

533 

1.0e-54 

113 

90 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

( 2 - PHOS PHO- D-GL YCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114_ (X58107) enolase 
[Arabidopsis thaliana] 

225553 

LIB3166-036-P1-K1-G3 

BLASTX 

g2190548 

307 

2.0e-28 

72 

78 

(AC001229) EST gb_ATTS1121 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



S_eq. No . - . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225554 

LIB3166-036-P1-K1-G6 

BLASTX 

g464981 

292 

1.0e-26 

70 

80 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubi'quitin carrier protein [Lycopersicon esculentum] 

225555 - " • 

LIB3166-036-P1-K1-H10 

BLASTX 

g2194142 

414 

1.0e-40 

122 

74 

(AC002062) ESTs gb_N38288, gb_T43486, gb_AA395242 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



225556 

LIB3166-036-P1-K1-H11 

BLASTX 

g2894599 

455 

2.0e-45 



32106 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-Seq. No. 
Seq. ID 

Method • - • ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



95 
81 

(AL021889) putative protein [Arabidopsis thaliana] 
225557 

LIB3166-036-P1-K1-H12 

BLASTX 

g4539460 

227 

9.0e-19 

122 

5 

(AL04 9500) putative protein [Arabidopsis thaliana] 
225558 

LIB3166-036-P1-K1-H5 

BLASTX 

g543905 

407 

7.0e-40 

102 

79 

BRASSINOSTEROID-REGULATED PROTEIN BRU1 >gi_347459 (L22162) 
brassinosteroid-regulated protein [Glycine max] 

225559 

LIB3166-036-P1-K1-H8 

BLftSTX 

g3914666 

175 

1.0e-12 

61 

57 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L4 PRECURSOR 
>gi_2791998_emb_CAA74895_ (Y14566) ribosomal protein L4 
[Arabidopsis thaliana] >gi_2792000_emb_CAA74894_ (Y14565) : 
ribosomal protein L4 [Arabidopsis thaliana] 

225560 

LIB3166-037-P1-K1-A11 . _ 

BLASTX • " ~ 

gll70747 

194 

5.0e-15 

56 

73 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEAS -A >gi_16734 5 
(M88324) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) LeaS-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 

225561 

LIB3166-037-P1-K1-A3 

BLASTX 

g4490732 

341 

2.0e-32 



32107 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 
88 

(AL035709) phosphoenolpyruvate carboxykinase (ATP) -like 
protein [Arabidopsis thaliana] 

225562 • 

LIB3166-037-P1-K1-A4 

BLASTX 

g464986 

286 

6.0e-26 

69 

81 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin — protein ligase 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_3492Il (LU0639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765. 1_ (AL035524) ubiquitin-protein 
ligase UBC9 ,[Arabidopsis thaliana] 



(UBIQUITIN-PROTEIN 
(UBCAT4B) 

(EC 



Seq. No. 


225563 


Seq. .ID 


LIB3166-037-P1-K1-A5, 


Method 


BLASTX 


NCBI GI 


g2072356 


BLAST score 


245 


E value 


7.0e-21 


Match length 


62 


% identity 


74 


NCBI Description 


(U96713) aminoalcoholphosphot: 


Seq. No. 


225564 


Seq. ID 


LIB3166-037-P1-K1-A8 


Method 


BLASTX 


NCBI GI - 


g3128168 


BLAST score 


361 


E- value - - - 


1.0e^34 ■ " " 


Match length 


87 


% identity 


71 


NCBI Description 


(AC004521) putative carboxyl-" 




[Arabidopsis thaliana] 


Seq. No. - 


225565 


Seq. ID 


LIB3166-037-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


gll74749 


BLAST score 


547 


E value 


3.0e-56 


Match length 


127 


% identity 


85 



NCBI Description 



TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_1362177_pir S53760 triose-phosphate isomerase (EC 

5.3.1.1), cytosolic - rye >gi_407525_emb CAA81487_ (Z26875) 



32108 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



triosephosphate isomerase [Secale cereale] 

>gi_10954 93_prf 2109226A triosephosphate isomerase [Secale 

cereale] 

225566 

LIB3166-037-P1-K1-B11 

BLASTX 

g3355465 

432 

7.0e-43 

120 

68 

(AC004218) 
thaliana] 



putative Ser/Thr protein kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Se J q. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225567 

LIB3166-037-P1-K1-B2 
BLASTX 

a.37.63330 
341 

4.0e-32 

98 

63 

(AC004 4 50) unknown protein [Arabidopsis thaliana] 
225568 

LIB3166-037-P1-K1-B7 

BLASTX 

g3 4-8 2 97 7 

277 

1.0e-24 

86 

62 

(AL031369) putative protein [Arabidopsis thaliana] 
225569 

LIB3166-037-P1-K1-B8 

BLASTX 

g2497543 

512 . - 

"3.0e-52 " 
115 
85 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_542061_pir S4137 9 

pyruvate kinase - common tobacco >gi_44 4023_emb_CAA82628_ 
(Z29492) pyruvate kinase [Nicotiana tabacum] 

225570 

LIB3166-037-P1-K1-C10 

BLASTX 

g4538963 

4 62 

1.0e-50 

110 

71 

(AL04 9488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] 



32109 



Seq. No. 

Seq. ID 

Method- 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225571 

LIB3166-037-P1-K1-C11 

BLASTX 

gl9184 

137 

1.0e-08 

64 

50 

(X61287) Type I (26 kD) CP29 polypeptide [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225572 

LIB3166-037-P1-K1-C12 

BLASTX 

gll74867 

331 

6.0e-31 

72 

86 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX UBIQUINONE-BINDING 
PROTEIN QP-C (UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 8.2 
KD PROTEIN) >gi_633687_emb_CAA55862_ (X79275) 
ubiquinol — cytochrome c reductase [Solanum tuberosum] 

>gi_1094912_prf 2107179A cytochrome c 

oxidase: SUBUNIT=8 . 2kD [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225573 

LIB3166-037-P1-K1-C2 

BLASTX 

g2833375 

350 

3.0e-33 

71 

90 

DNA-DIRECTED RNA POLYMERASE II 8.2 KD POLYPEPTIDE (RPB10) 
(RP10) (ABC10) >gi_533690 (U12133) , RNA polymerase II 
subunit RPB10 homolog; similar to yeast RNA polymerase II 
subunit RPB10, Swiss-Prot Accession Number P22139 [Brassica 
napus] . _ . ... . 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225574 

LIB3166-037-P1-K1-C4 

BLASTX 

g441457 

551 

1.0e-56 

104 

98 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



225575 

LIB3166-037-P1-K1-C5 

BLASTX 

g2088651 

305 



32110 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-28 - 

110 

50 

(AF002i09) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

225576 * 

LIB3166-037-P1-K1-C6 

BLASTX 

g3123745 

525 

1.0e-53 

123 

80 

(AB013447) aluminum-induced [Brassica napus] 



225577 

LIB3166-037-P1-K1-C7 

BLASTX 

gl076515 

212 

5.0e-17 

112 

42 

pectinesterase precursor 
>gi_7 3 2 9 1 3_emb_CAA5 9 4 8 2_ 
vulgaris] 



- kidney bean 

(X85216) pectinesterase [Phaseolus 



225578 

LIB3166-037-P1-K1-C8 

BLASTX 

g421826 

138 

1.0e-08 

29 

90 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana]. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



225579 

LIB3166-037-P1-K1-C9 

BLASTX 

gl22007 

282 

3.0e-25 

81 ■ - 4 
70 

HISTONE H2A >gi_100161_pir S114 98 histone H2A - parsley 

>gi_20448_emb_CAA37828_ (X53831) H2A histone protein (AA 1 
- 149) [Petroselinum crispum] 

225580 

LIB3166-037-Pl-Kl-Dl M 

BLASTX 

g2511693 

334 



32111 



E value 
Match length ' 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-31 

88 

72 

(Z99954) cysteine proteinase precursor [Phaseolus vulgaris] 
225581 

LIB31.66-037-P1-K1-D10 

BLASTX 

g3164222 

180 

3.0e-13 

44 

64 

(AB008518) RMA1 [Arabidopsis thaliana] >gi_4206205 
(AF071527) RMA1 RING zinc finger protein [Arabidopsis 
thaliana] 



yi 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID _ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



225582 

L IB 3 166 - G 3 7 -P 1-K1-D11 

BLASTX 

g2194142 

219 

8.0e-18 

67 

"58 

(AC002062) ESTs gb_N38288 , gb_T4348 6, gb_AA395242 come from 
this gene. [Arabidopsis thaliana]. - 

225583 

LIB3166-037-P1-K1-D12 

BLASTX 

g4097915 

164 

2.0e-ll 

116 

34 

(U72147) unknown [Anabaena sp. CA] / 
225584 

LIB3166-037-P1-K1-D2 . . . 

BLASTX 

g2262170 

194 

7.0e-15 

125 

40 

(AC002329) predicted glycosyl hydrolase [Arabidopsis 
thaliana] 

225585 

LIB3166-037-P1-K1-D3 

BLASTX 

gl402877 

165 

1.0e-ll 

75 

57 



32112 



• NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match .length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score- 

E value 

Match length 

% identity 

NCBI Description 



(X98130) unknown [Arabidopsis thaliana] 

>gi_14 95257_emb_CAA66117_ (X97485) orf03 [Arabidopsis 

thaliana] 

225586 

LIB3166-037-P1-K1-D6 

BLASTX 

g4193382 

382 

5.0e-37 

86 

81 

(AF083336) ribosomal protein S27 [Arabidopsis thaliana] 
>gi_4193384 (AF083337) ribosomal protein S27 [Arabidops 
thaliana] 

225587 

LIB3166-037-P1-K1-D7 

BLASTX 

g289920 

348 

3. Oe-33 

95 

78 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



225588 

LIB3166-037-P1-K1-D8 

BLASTX 

g4415908 

164 

2.0e-ll 

71 

49 

(AC006282) unknown protein 



[Arabidopsis thaliana] 



2255,8.9 

LIB3166-037-P1-K1-D9 

BLASTX _ 

g3 92 4 60 9 

310 

2.0e-28 

118 

56 

(AF069442) putative polyprotein of LTR transposon 
[Arabidopsis thaliana] ■ 

225590 

LIB3166-037-P1-K1-E1 

BLASTX 

g2506139 

395 

2 . Oe-38 

99 

77 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN). (DELTA-COP) 



32113 



(ARCHAIN) >gi_131404 9_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 



Seq. No. 


225591 


Sea ID 


LIB3166-037-P1-K1-E12 <r- 


Mpt" hod 


BLASTX 


NPRT CI 


a3158376 


BLAST score 


442 




6. Oe-44 




120 


% identity 


75 


NCBI DescriDtion 


(AF035385) unknown [Arabidopsis thaliana] 


Seq. No. 


225592 


JCv^ i XL/ 


LIB31 66-037 -P1-K1-E5 


Mot - hnH 


BLASTX 


NPRT CT 

IN \s D X O X 




RLAST qpnrp 


215 


F va 1 hp 


2 . Oe-17 


Mafph 1 o n rr"i~ h 


72 


% i dpnt i t v 


62 


LNV^Dii L/C O L.1 r*^ Lull 


(AT.02?1 41 1 Dili - £3 1 i vp nrnt*pi n r Arahi Hod*! \ 9 


Seq. No. 


225593 


O * XL/ 


LIB31 66-037-P1-K1-E6 


Mot" hnH 


BLASTX 


NPRT CT 

Vi \* O X ox 


rr449073fi 


RLAST qrnrp 


584 


F 1 hp 


1.0e-60 


1 ICt U V_* 1 1 1C11U Lll 


125 


% identity 


50 


NPRT Dp^rri n1"i nn 

L>i v*r XJ X L/ O V-* X. X K-/ I, .X w 1 1 


(AT.03S7081 r>nt~ at i vp Drofpin TArabidoosis 


Seq. No. 


225594 


Seq. ID 


LIB3 16 6-037 -P1-K1-E7 




BLA55TX 


NPRT CT 

1N\^D1 OX 


al67367 


BLAST qrnrp 


237 


F Tr^5 1 no 

Xj VQlLiC 


3 . Oe-20 


Mstph 1 pnnth 

LiU L 1 1 ±C11U Ull 


49 


% i-dpntitv ■- ~ — 


90 " " 


NPRT Hpc'pr'i nt*i nn 


fTiORIQQ^ nprnyi Hasp rGo^^VT>iiiin hi t sut"um1 


Seq. No. 


225595 


Sea TD 

wCV^ • XL/ 


LIB3 166-0 37 -P1-K1-E9 

XI X LJ <^XV/u \J -J 1 XX 1\ X XJ 


Mpthod 


BLASTX 

1_J UiiU X X \ 


NPBT CT 


a726334 


BLAST score 


602 


E value 


1.0e-62 


Match length 


127 


% identity 


90 


NCBI Description 


(U22533) NADP-malate dehydrogenase [Flave; 


Seq. No. 


225596 


Seq. ID 


LIB3166-037-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


gll72571 



32114 



BLAST score 616 
E value 2.0e-64 
Match length 126 
% identity 91 

NCBI Description PHOSPHOENOLPYRUVATE CARBOXYKINASE (ATP) 

>gi_1076277_pir S52637 phosphoenolpyruvate carboxykinase 

(ATP) (EC 4.1.1.49) - cucumber >gi_567102 (L31899) 
phosphoenolpyruvate carboxykinase [Cucumis sativus] 

Seq. No. 225597 

Seq. ID LIB3166-037-P1-K1-FI0 

Method BLASTX 

NCBI GI g3688191 

BLAST score 204 

E value 5.0e-16 

Match length 91 

% identity 51 

NCBI Description (AJ010090) MAP3K alpha protein kinase [Arabidopsis 
thaliana] 



Seq. No. 225598 

Seq. ID LIB3166-037-P1-K1-G1 

Method BLASTX 

NCBI GI ' gl70131 

BLAST score 253 

• E value 8 . Oe-22 

Match length 68 

% identity 74 

NCBI Description (M55322) ribosomal protein 30S subunit [Spinacia oleracea] 



Seq. No. 


225599 


Seq. ID 


LIB3166-037-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g4218535 


BLAST score 


449 


E value 


9.0e-45 


Match length 


117 


% identity 


67 


NCBI Description 


(AJ010829) GRAB1 protein [Triticum sp.] 


Seq. No.- - - - - 


225600 " " " " 


Seq. ID 


LIB3166-037-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g2739387 


BLAST score 


152 


E value 


6.0e-10 


Match length 


57 


% identity 


47 


NCBI Description 


(AC002505) hypothetical protein [Arabidopsis 



Seq. No. 225601 

Seq. ID LIB3166-038-P1-K1-A1 

Method BLASTX 

NCBI GI gl906830 

BLAST score 263 

E value 5.0e-23 

Match length 110 



32115 



% identity 

NCBI Description 



47 

(Y11829) heat shock protein [Arabidopsis thaliana] 



225602 

LIB3166-038-P1-K1-A11 
BLASTX 
g2494111 
403 

2.0e-39 
97 
77 

(AC002376) Contains similarity to Glycine protein kinase 6 
(gb_M67449) . [Arabidopsis thaliana] 

225603 

LIB3166-038-P1-K1-A2 
BLASTX 
g730463 
294 

1.0e-26 
100 
57 

60S RIBOSOMAL PROTEIN L37B (YL37) (RP47) 

>gi_630323_plr S4 4 069 ribosomal protein L35a.e.cl5 - yeast 

(Saccharomyces cerevisiae) >gi_484241 (L23923) ribosomal 
protein L37 [Saccharomyces cerevisiae] 
>gi_1420537_emb_CAA99454_ ( Z75142 ) ORF YOR234c 
[Saccharomyces cerevisiae]. 

225604 • ^ 

LIB3166-038-P1-K1-A5 
BLASTX 
g4557078 
244 

9.0e-21 

123 
41 

(AC007045) putative Tall-1 pol polyprotein, 5 f partial 
[Arabidopsis thaliana] 

Seq. No, 225605 

Seq. ID LIB3166-038-P1-K1-A8 

Method BLASTX 

NCBI GI g537313 

BLAST score 363 

E value 1.0e-34 

Match length 96 

% identity 75 

NCBI Description (L36159) unknown protein [Medicago sativa] 

Seq. No. 225606 

Seq. ID LIB3166-038-P1-K1-B10 

Method BLASTX 

NCBI GI g3881976 

BLAST score 368 

E value 3.0e-35 

Match length 109 v 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32116 



% identity 

NCBI Description 



63 

(AJ012409) hypothetical protein [Homo sapiens] 



Seq. No. 


225607 


Seq. ID 


LIB31 66-038- P1-K1-B2 


Maf hod 


BLASTX 


nprt gi 


a4406816 
^ ~ ~ \j \j \j ± \j 


BLAST score 


562 


F. value 


5 . Oe-58 


Match lencrth 


113 


% identity 


93 


NCBI Description 


(AC006201) 60S ribosomal protein L2 [Arabidopsis 


Seq. No. 


225608 


Seq. ID 


LIB3166-038-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2982320 


BLAST score 


229 


E value 


5.0e-19 


Match length 


98 


% identity 


47 


NCBI Description 


(AF051245) hypothetical protein [Picea mariana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225609 

LIB3166-038-P1-K1-B4 

BLASTX 

gl00490 

589 

3.0e-61 

120 

28 

polyubiquitin - garden snapdragon (fragment) 
>gi_16071_emb_CAA48140_ (X67957) ubiquitin [Antirrhinum 
ma jus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - - 

Match length 

% identity 

NCBI Description 



225610 

LIB3166-038-P1-K1-B8 
BLASTX* 
g464986 
423 

9.0e-42 
79 
97 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin — protein ligase 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4 455355_emb_CAB36765. 1_ (AL035524 ) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



(UBIQUITIN-PROTEIN 
(UBCAT4B) 

(EC 



Seq. No. 225611 

Seq. ID LIB3166-038-P1-K1-B9 



32117 



Method 


BLASTX 


NCBI GI 


g2347199 


BLAST score 


51-4 


E value 


2.0er52 


Match length 


120 


% identity 


75 


NCBI Description 


(AC002338) protein kinase isolog [Arabidopsis thaliana] 


Seq. No. 


225612 


Seq. ID 


LIB3166-038-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2980768 


BLAST score 


298 


E value 


4.0e-27 - 


Match length 


93 


% identity 


72 


NCBI Description 


(AL022198) putative protein [Arabidopsis thaliana] 


Seq. No. 


225613 


Seq. ID 


LIB3166-038-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2459424 


BLAST score 


395 


E value 


2 . Oe-38 


Match length 


108 


% identity 


71 


NCBI Description 


(AC002332) unknown protein [Arabidopsis thaliana] 


Seq. No-. 


225614 


Seq. ID 


LIB3166-038-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g3885515 


BLAST score 


199 


E value 


2.0e-15 


Match length 


54 


% identity 


69 


NCBI Description 


(AF084202) similar to ribosomal protein ,S2 6" [Medicago 




sativa] 


Seq. No. 


225615 


Seq. ID - ■ 


LIB3166-038-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3024020 


BLAST score 


418 


E value 


3.0e-41 


Match length 


89 


% identity 


89 


NCBI Description 


INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 




>gi 2225881 dbj BAA20877 (AB004824) eukaryotic initiat 




factor 5A3 [Solanum tuberosum] 


Seq. No. 


225616 


Seq. ID 


LIB3166-038-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g3264767 


BLAST score 


372 


E value 


9.0e-36 



32118 



Match length 

% . identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match 'length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



74 

(AF071893) *AP2 domain containing protein [Prunus armeniaca] 
225617 

LIB3166-038-P1-K1-D2 

BLASTX 

g3892054 

514 

2.0e-52 

123 

71 

(AC002330) putative glycosyltransf erase [Arabidopsis 
thaliana] 

225618 

LIB3166-038-P1-K1-D4 

BLASTX 

gll73256 

540 

2. Oe-55 

104 

99 

40S RIBOSOMAL PROTEIN S4 >gi_6294 96_pir S45026 ribosomal 

protein S4 - upland cotton >gi_4 88739_emb_CAA55882_ 

(X79300) ribosomal protein, small * subunit 4e (RS4e) 

[Gossypium hirsutum] 

225619 

LIB3166-038-P1-K1-D5 

BLASTX 

g927025 

271 

6.0e-24 

127 

44 

(L44134) SPFl-like DNA-binding protein [Cucumis sativus] 
225620 

LIB3166-038-P1-K1-D6 _ 

BLASTX " - " 

gll5765 

387 

2.0e-37 

103 

71 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 1601518A' 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 

225621 

LIB3166-038-P1-K1-D7 



32119 



Method 

NCBI GI ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3123295 

194 

7.0e-15 

114 

38 

CALMODULIN- RELATED PROTEIN 2, TOUCH-INDUCED >gi_2583169 
(AF026473) calmodulin-related protein [Arabidopsis 
thaliana] 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value r 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



225622 

LIB3166-038-P1-K1-D9 

BLASTX 

g2791834 

488 

2.0e-49 

111 

86 

(AF041463) elongation factor 1-alpha [Manihot escuienta] 
225623 

LIB3166-038-P1-K1-E1 
BLASTX ... 
g2245108 
156 

2.0e-10 

46 

63 

(Z97343) EREBP-4 homolog [Arabidopsis thaliana] 
225624 

LIB3166-038-P1-K1-E10 

BLASTX 

g3608485 

504 

3.0e-51 

103 

92 

(AF088915) proteasome beta subunit [Petunia x hybrida] 

225625" " ~ 

LIB3166-038-P1-K1-E11 

BLASTX 

g3928086 

198 

2.0e-15 

60 

65 

(AC005770) unknown protein [Arabidopsis thaliana] 
225626 

LIB3166-038-P1-K1-E12 

BLASTX 

g238'8963 

14 6 

3.0e-09 
45 



32120 



y s 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method " 

NCBI GI 

BLAST score 

E value 

Match length 

-% identity 

NCBI Description 



49 

(Z98979) hypothetical protein [Schizosaccharomyces pombe] 
225627 

LIB3166-038-P1-K1-E2 

BLASTX 

g3869088 

566 

2.0e-58 

108 

100 

(AB019427) elongation factor-1 alpha [Nicotiana paniculata] 
225628 

LIB3166-038-P1-K1-E3 

BLASTX 

g3860249 

359 

3.0e-34 

124 

64 

(AC005824) unknown protein [Arabidopsis thaliana] 
225629 

L-IB3166-038-P1-K1-E5 

BLASTX 

g4056568 

184 ... 

7.0e-20 

80 

61 

(U90944) PDI-like protein [Zea mays] 
225630 

LIB3166-038-P1-K1-F11 

BLASTX 

g4263519 

107 

3.0e-10 

73 - - . - 

64 

(AC004044) small nuclear riboprotein Sm-Dl [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225631 

LIB3166-038-P1-K1-F12 

BLASTX 

g3024126 

487 

3.0e-49 

96 

96 

S - ADENOS YLMET H I ON I NE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_l 65557 6_emb_CAA95856_ (Z71271) S-adenosyl-L-methionine 
synthetase 1 [Catharanthus roseus] 



32121 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. id - - • 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225632 

LIB3166-038-P1-K1-F6 

BLASTX 

gl345698 

640 

3.0e-67 

126 

96 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 

(CAB-151) (LHCP) >gi_99601_pir S20917 chlorophyll 

a/b-binding protein - upland cotton 

>gi_452314_emb_CAA38025_ (X54090) chlorophyll ab binding 
protein [Gossypium hirsutum] 

225633 

LIB3166-038-P1-K1-F7 

BLASTX 

g465921 

268 

1.0e-23 

82 

65 

PROBABLE VACUOLAR ATP SYNTHASE SUBUNIT D (V-ATPASE D 

SUBUNIT) >gi_482192_pir S40985 hypothetical protein 

F55H2.2 - Caenorhabditis elegans >gi_3877608_emb_CAA81600_ 
(Z27080) similar to membrane-associated atpase gamma chain; 
cDNA EST CEMSA4 9R comes from this gene; cDNA EST yk4 6.6al2.5 
comes from this gene [Caenorhabditis elegans] 

225634 

LIB3166-038-P1-K1-F9 

BLASTX 

g4006873 

366 

4.0e-35 

116 

60 

(Z99707) hypothetical protein [Arabidopsis thaliana] 

225635 . _. _ . . . - - - - - ^ 

LTB3166-038-P1-K1-G12 ' 

BLASTX 

g3236259 

248 

3.0e-30 

94 

7 6 

(AC004 684) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



225636 

LIB3166-038-P1-K1-G3 

BLASTX 

g3287695 

424 

8.0e-42 
127 



32122 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. . 
Seqi ID - 
Method 
NCBI GI 

BLAST score" ~ " 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 

(AC003979) Similar to hypothetical protein C34B7.2 
gb_1729503 from C. eiegans cosmid gb_Z83220. [Arabidopsis 
thaliana] 

225637 

LIB3166-038-P1-K1-G5 

BLASTX 

g4455246 

204 

4.0e-16 

50 
74 

(AL035523) putative protein [Arabidopsis thaliana] 
225638 

LIB3166-038-P1-K1-G6 
BLASTX 

g 4 10.2.8 61 
475 

7.0e-48 

95 

91 

(AF016893) copper/zinc-superoxide dismutase [Populus 
tremuloides] 

225639 

LIB3166-038-P1-K1-H11 

BLASTX 

gl332579 

574 

2.0e-59 

124 

9 

(X98063) polyubiquitin [Pinus sylvestris] 



225640 

LIB3166-038-P1-K1-H12 

BLASTX 

g3860263 

220 " 

6.0e-24 

114 

58 

(AC005824) putative cytochrome 
thaliana] 



p450 protein [Arabidopsis 



225641 

LIB3166-038-P1-K1-H2 

BLASTX 

gl370589 

223 

3.0e-18 

98 

53 

(X98304) protein induced upon tuberization [Solanum 
demissum] 



32123 



Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225642 

LIB3166-038-P1-K1-H3 

BLASTX 

g2582381 

628 

1.0e-65 

120 
91 

(AF021220) 
tabacum] 



cation-chloride co-transporter [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity " 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225643 

LIB3166-038-P1-K1-H4 

BLASTX 

g3641868 

127 

1.0e-13 

74 

61 

(AJ011012) hypothetical protein [Cicer arietinuin] 
225644 

LIB3166-038-P1-K1-H6 

BLASTX 

g2275196 

554 

3.0e-57 

110 

88 

(AC002337) water stress-induced protein, WSI76 isolog 
[Arabidopsis thaliana] 

225645 

LIB3166-038-P1-K1-H8 
BLASTX 

gll9194 . . 

160 , 
5.0e-15 

61 . 

72 " " 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 

>gi_81607_pir S09152 translation elongation factor Tu 

precursor, chloroplast - Arabidopsis thaliana 
>gi_22565_emb_CAA364 98_ (X52256) elongation factor Tu 

precursor .[Arabidopsis thaliana] >gi_226817_prf 1607332A 

elongation factor Tu [Arabidopsis thaliana] *~ 

225646 

LIB3166-039-P1-K1-A1 

BLASTX 

g3033389 

248 

3.0e-21 

116 

4 

(AC004238) Cf-2.1-like protein [Arabidopsis thaliana] 



32124 



Seq. No. 

Seq. ID 

Method' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI . - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225647 

LIB3166-039-P1-K1-A10 

BLASTX 

g2618698 

140 

1.0e-08 

34 

79 

(AC002510) unknown protein [Arabidopsis thaliana] 
225648 

LIB3166-039-P1-K1-A11 

BLASTX 

g3122071 

479 

2.0e-48 

97 

95 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 

>gi_2130148_pir S66339 translation elongation factor eEF-1 

alpha chain,.- maize >gi_1321656_dbj_BAA0824 9_ (D45408) 
alpha subunit of tlanslation elongation factor 1 [Zea mays] 

225649 

LIB3166-039-P1-K1-A12 

BLASTX 

gl888557 

596 

5.0e-62 

126 

83 

(U89841) diadenosine 5' 



[Lupinus angustifolius] 



,5'" -PI/ P4-tetraphosphate hydrolase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value " 

Match length 

% identity 

NCBI Description 



225650 

LIB3166-039-Pl-Kl-A6 ; 

BLASTX 

gl771381 

324 

4 . Oe-30 

102 

58 

(X95877) 



phosphoinositide-specif ic phospholipase C 



[Nicotiana rustica] 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225651 

LIB3166-039-P1-K1-A7 

BLASTX 

gl33872 

420 

2.0e-41 

114 

77 

30S RIBOSOMAL PROTEIN SI, CHLOROPLAST PRECURSOR (CS1) 

>gi_282838_pir S26494 ribosomal protein SI, chloroplast - 

spinach >gi_322404_pir A44121 small subunit ribosomal 



32125 



protein CS1, CS-S2 - spinach >gi_18060_emb_CAA4 6927_ 
(X66135) ribosomal protein S'l .-[Spinacia oleracea] 
>gi_170143 (M82923) chloroplast ribosomal protein SI 
[Spinacia oleracea] 



Seq. No. 


225652 


Seq. ID 


LIB31 66-03 9-P1-K1-A9 


Met hod 


BLASTX 


NCBI GI 


g2895510 


BLAST score 


203 


F, value 


3. Oe-16 


Match length 


81 


% identity 


48 


NCBI Description 


(AF033204) putative pectin methylesterase [Arabidopsis 




thaliana] 


Qprr No 


225653 


Seq. ID 


LIB3166-039-P1-K1-B1 




BLASTX 


npbi gi 


a3309620 




169 


R "I nf* 

Hi V u J. UC 


6 Oe-12 


Match lenath 


125. 


% identity 


40 


NCBI Description 


(AF074 916) resistance to Pseudomonas syringae protein 5 




[Arabidopsis thaliana] 


Sea No 


225654 


Q^n TD 

» XL/ 


LIB3166-039-P1-K1-B11 

XJ X LJ -L. \J \J \J -S XX X\ X -1— ' X X 


Mpt hod 


BLASTX 


NCBI GI 


a4127688 


RT.AST qrnrp 

J_Ji_LTTiJ> J. O^Ul C 


298 


E value 


4 .Oe-27 


Match length 


84 


% identity 


68 


NCBI Description 


(AJ006065) isochorismate synthase [Catharanthus roseus] 


Sea No 


225655 


Sea ID 


LIB3166-039-P1-K1-B2 


Method 


BLASTX 


NCBI GI " ^ " " 


al621268 




370 


E value 


2 .Oe-35 


Match lenath 


112 


% identity 


69 


NCBI Description 


(Z81012) unknown [Ricinus communis] 


Seq. No. 


225656 


Seq. ID 


LIB3166-039-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2244847 


BLAST score 


301 


E value 


1. Oe-27 


Match length 


97 


% identity 


65 


NCBI Description 


(Z97337) hydroxyproline-rich glycoprotein homolog 




[Arabidopsis thaliana] 



32126 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description- 



225657 

LIB3166-039-P1-K1-B6 

BLASTX 

g2833386 

452 

4.0e-45 

111 

84 

RIBULOSE-PHOSPHATE ' 3-EPIMERASE PRECURSOR 
(PENTOSE-5-PHOSPHATE 3-EPIMERASE) (PPE) (RPE) (R5P3E) 

>gi_21294 93_pir S62724 ribulose-phosphate 3-epimerase 

5.1.3.1) precursor - spinach >gi_1162980 (L42328) 
ribulose-5-phosphate 3-epimerase [Spinacia oleracea] 
>gi_3264788 (AF070941) ribulose-phosphate 3-epimerase 

[Spinacia oleracea] >gi_1587 969__prf 2207382A 

D-ribulose-5-phosphate 3-epimerase [Sorghum bicolor] 



(EC 



Seq, NO: 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225658 

LIB3166-039-P1-K1-B7 

BLASTX 

g464987 

554 

4.0e-57 

107 

95 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 (UBIQUITIN-PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858_pir S32672 ubiquitin — protein ligase (EC 

6.3.2.19) UBC10 - Arabidopsis thaliana 

>gi_297878_emb_CAA78715_ (Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 



225659 

LIB3166-039-P1-K1-B9 
BLASTX 
g417103 
464 

1.0e-46 _ _ __ . , _ _ . _ - . - 

Match length" 93 
% identity 100 

NCBI Description HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_4 04 825_emb_CAA4 2958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_14 35157_emb_CAA58 4 45_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculenturrt] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



32127 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4038469_gb_AAC97380_ (AF109910) histone H3 *'[ Porteresia 
coarctata] >gi_4490754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4 4 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 

225660 

LIB3166-039-P1-K1-C11 

BLASTX 

gl237250 

4 61 

3.0e-46 

109 

80 

(X96784) cytochrome P450 [Nicotiana tabacum] 
225661 

LIB3166-039-P1-K1-C12 
BLASTX 

g.3.6.8724 6 
176 

8.0e-13 

88 

38 

(AC005169) putative suppressor protein [Arabidopsis' 
thaliana] 

225662 . 

LIB3166-039-P1-K1-C3 

BLASTX 

g2827139 

612 

6.0e-64 

127 

88 

(AF027172) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] >gi_4 04 9343_emb_CAA22568_ (AL034567) 
cellulose synthase catalytic subunit (RSW1) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID - • 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



225663 _ ._ . . 

LIB3166-039-P1-K1-C6 

BLASTX 

g4056487 

397 

1.0e-38 

105 
72 

(AC005896) hypothetical protein [Arabidopsis thaliana] 
225664 

LIB3166-039-P1-K1-C8 

BLASTX 

g2088647 

150 

9.0e-10 

71 

66 



32128 



NCBI Description . 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score " 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF002109) hypothetical protein [Arabidopsis thaliana] 
>gi_3158394 (AF036340) LRR-containing F-box protein 
[Arabidopsis thaliana] 

225665 

LIB3166-039-P1-K1-C9 

BLASTX 

gl495804 

420 

2.0e-41 

112 

73 

(X96406) 13-lipoxygenase [Solanum tuberosum] 
225666 

LIB3166-039-P1-K1-D10 

BLASTX 

g422418 

206 

3.0e-16 

98 

42 

pol protein - fruit fly (Drosophila ananassae) transposon 
Tom (fragment) >gi_394705_emb_CAA80824_ (Z24451) pol 
protein [Drosophila ananassae] 

225667 

LIB3166-039-P1-K1-D11 

BLASTX 

g4490715 

187 

4.0e-14 

122 

35 

(AL035680) putative protein [Arabidopsis thaliana] 
225668 

LIB3166-039-P1-K1-D4 
BLASTX 

g421843 ... _ . _ . . - 

458" " " "~ " • 

8.0e-46 

126 

70 

protein kinase (EC 2.7.1 
>gi_217861_dbj BAA01715 



,37) 5 - Arabidopsis thaliana 
(D10909) serine/threonine protein 



kinase [Arabidopsis thaliana] 
225669 

LIB3166-039-P1-K1-D5 

BLASTX 

gll61575 

390 

7.0e-38 

113 

69 

(X94947) homeobox [Lycopersicon esculentum] 



32129 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225670 

LIB3166-039-P1-K1-D8 

BLASTX 

gl781348 

473 

1.0e-47 

101 

90 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225671 

LIB3166-039-P1-K1-D9 

BLASTX 

g2983447 

245 

7.0e-21 

1 O O 

41 

(AE000714) large subunit of isopropylmalate isomerase 
[Aquifex aeolicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225672 

LIB3166-039-P1-K1-E10 

BLASTX 

g2815246 

225 

2.0e-18 

55 

73 

(X95709) class I type 2 metallothionein [Cicer arietinum] 
225673 

LIB3166-039-P1-K1-E11 

BLASTX 

g3913047 

494 

4.0e-50 

105 _ _ „ . .... . „ - 

91 

FLORAL HOMEOTIC PROTEIN APETALA1 (MADS C) 

>gi_1076477_pir S52236 Saapl protein - white mustard 

>gi 609253_emb_CAA57233_ (X81480) Saapl [Sinapis alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-.225674 

LIB3166-039-P1-K1-E12 

BLASTX 

gl781299 

251 

1.0e-21 

114 

46 

(Y09506) 
tabacum] 



transformer-SR ribonucleoprotein [Nicotiana 



Seq. No. 



225675 



32130 



Seq. ID 


LIB3166-039-P1-K1-E2" 


Method 


BLASTX 


NCBI GI 


gl944216 


BLAST score 


526 


E value 


8.0e-54 


Match length 


117 


% identity 


84 


NCBI Description 


(D84246) alcohol dehydrogenase [Arabidopsis thaliana 


Seq. No. 


225676 


Seq. ID 


LIB3166-039-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl771160 


BLAST score 


475 


E value 


7 . Oe-48 


Match length 


121 


% identity 


75 


NCBI Description 


(X98929) SBT1 [Lycopersicon esculentum] 




>gi 3687305 emb CAA06993 (AJ0G6378) subtilisin-like 




protease [Lycopersicon esculentum] 


Seq. No. 


225677 


Seq. ID 


LIB3166-039-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2213592 


BLAST score 


226 


E value 


1.0e-18 


Match length 


123 


' identity 


51 


NCBI Description 


(AC00034J3) T7N9.12 [Arabidopsis thaliana] 


Seq. No. 


225678 


Seq. ID 


LIB3166-039-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g2213600 


BLAST score 


4 65 


E value 


1.0e-46 


Match length 


127 


% identity 


70 


NCBI Description 


(AC000348) T7N9.20 [Arabidopsis thaliana] 


Seq. No. 


225679 


Seq. ID 


LIB3166-039-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g4309698 


BLAST score 


466 


E value 


1. Oe-48 


Match length 


113 


% identity 


87 


NCBI Description 


(AC006266) putative glucosyltransf erase [Arabidopsis 




thaliana ] 


Seq. No. 


225680 


Seq. ID 


LIB3166-039-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


gl483150 


BLAST score 


564 



32131 



E value 
Match length 
% identity 
NCBI Description. 



3.0e-58 

120 

85 

(D84417) monodehydroascorbate reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225681 

LIB3166-039-P1-K1-F12 

BLASTX 

g289920 

641 

3.0e-67 

122 

98 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



225682 

LIB3166-039-P1-K1-F2 

BLASTX 

g4455210 

214 

3.0e-17 
97 

58 - ' . 

(AL035440) putative aspartate-tRNA ligase [Arabidopsis 
thaliana] 



Seq,. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225683 

LIB3166-039-P1-K1-F3 

BLASTX 

g2833388 

528 

4.0e-54 

126 

79 

GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_629660_pir S4 3341 ADPglucose^-starch 

gliicosyltransf erase (EC 2.4.1.21) precursor - cassava 
>gi_437042_emb_CAA52273_ (X74160) starch (bacterial, . 
glycogen) synthase [Manihot esculenta] 



Seq. No. 225684 

Seq. ID LIB3166-039-P1-K1-F4 

Method BLASTX 

NCBI GI g2388689 

BLAST score 458 

E value 7.0e-4 6 

Match length 128 

% identity 70 

NCBI Description (AF016633) GH1 protein [Glycine max] 

Seq. No. . 225685* 

Seq. ID LIB3166-039-P1-K1-F7 

Method BLASTX 

NCBI GI g3702321 

BLAST score 530 



32132 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. .ID 
Method 
NCBI GI 
BLAST score 



3.0e-54 

125 

45 

(AC005397) putative TGF-beta receptor interacting protein 
[Arabidopsis thaliana] 

225686 

LIB3166-039-P1-K1-G1 

BLASTX 

g4455201 

456 

1.0e-45 

113 

78 

(AL035440) grpE like protein 



[Arabidopsis thaliana] 



225687 

LIB3166-039-P1-K1-G10 

BLASTX 

gl373125 

297 

6.0e-27 

106 

60 

(U43709) similar to the metB gene product of Escherichia 
coli; cloned by functional complementation of a metB mutant 
strain of Escherichia coli LE392 [Arabidopsis thaliana] 

225688 

LIB3166-039-P1-K1-G11 

BLASTX 

g2500047 

639 

4.0e-67 

127 

91 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_534 916_emb_CAA85362_ 
(Z36894) soluble inorganic pyrophosphatase [Solanum 
tuberosum] _ 

225689 

LIB3166-039-P1-K1-G2 

BLASTX 

g4572679 

335 

2.0e-31 

74 

84 

(AC006954) RSZp22 splicing factor; contains RNA recognition 
motif [Arabidopsis thaliana] 

225690 

LIB3166-039-P1-K1-G4 

BLASTX 

g3123295 

223 



32133 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI" Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



„3.0e-18 
118 
41 

CALMODULIN- RELATED PROTEIN 2, TOUCH-INDUCED >gi_2583169 
(AF026473) calmodulin-related protein [Arabidopsis 
thaliana] 

225691 

LIB3166-039-P1-K1-G5 

BLASTX 

g2088651 

395 

2.0e-38 

128 

58 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

225692 

LIB3166-039-P1-K1-G6 

BLASTX 

g3183088 

209 

1.0e-16 

71 

56 

PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 

(-LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea >gi_499034_emb_CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 

225693 

LIB3166-039-P1-K1-G8 

BLASTX 

g4099914 

271 

5.0e-24 

79 

70 

(U91857) ethylene-responsive element binding protein., 
homo log" '['St yl bs an the s hamata ] 

225694 

LIB3166-039-P1-K1-H11 

BLASTX 

g3341687 

179 

4.0e-13 

86 

47 

(AC003672) putative ras protein [Arabidopsis thaliana] 
225695 

LIB3166-039-P1-K1-H12 

BLASTX 

gl743354 

504 



32134 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-51 * 

130 

74 

(Y09876) aldehyde dehydrogenase (NAD+) [Nicotiana tabacum] 
225696 

LIB3166-039-P1-K1-H7 

BLASTX 

gl084482 

166 

5.0e-16 

90 

60 

heat shock protein 70 - Maize 
225697 

LIB3166-039-P1-K1-H8 
BLASTX 

g.1.169013 
473 

1.0e-47 

116 

72 

COP9 PROTEIN (FUSCA PROTEIN FUS7) >gi_625971_pir A54842 

COP9 protein - Arabidopsis thaliana >gi_530870 (L32874) 
COP9 [Arabidopsis thaliana] >gi_22447 67_emb_CAB10190_ 
(Z97335) COP9 protein - [Arabidopsis thaliana] " * 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225698 

LIB3166-04 0-P1-K1-A2 

BLASTX 

g2541876 

189 

3.0e-14 

105 

43 

(D26015 
[Nicoti 



) CND41, chloroplast nucleoid DNA binding protein 
ana tabacum] 



Seq. No. 

Seq. ID" " ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225699 . _ _ ... 

LTB3T66-040-P1-K1-A4 

BLASTX 

g2541876 

164 

2.0e-ll 

94 

35 

(D26015): CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



225700 

LIB3166-040-P1-K1-A5 

BLASTX 

gl35449 

295 

5.0e-30 
88 



32135 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 

TUBULIN BETA-1 CHAIN >gi_100932_pir S14701 tubulin beta-1 

chain - maize >gi_295851_emb_CAA37060_ (X52878) beta 1 
tubulin [Zea mays] 

225701 

LIB3166-040-P1-K1-A8 

BLASTX 

gl362093 

266 

1.0e-23 

66 

74 

hypothetical protein (clone TPP15) - tomato (fragment) 
>gi_924632 (U20595) unknown [Solanum lycopersicum] 

225702 

LIB3166-040-P1-K1-B10 

BLASTX 

g3915031 

643 

1.0e-67 

122 

98 

ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi_1217 628_emb_CAA65232_ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 





Seq. No. 


225703 




Seq. ID 


LIB3166-040-P1-K1-B11 




Method 


BLASTX 




NCBI GI 


g2464855 




BLAST score 


179 




E value 


4.0e-13 




Match length 


43 




% identity 


74 




NCBI Description 


(Z99707) myb-related protein [Arabidopsis thaliana] 




Seq. No. 


225704 _ _ ... - - - 




Seq". ID 


LIB3166-040-P1-K1-B12 




Method 


BLASTX 




NCBI GI 


g3643085 




BLAST score 


392 




E value 


4.0e-38 




Match length 


112 




% identity 


65 




NCBI Description 


(AF075580) protein phosphatase-2C; PP2C [Mesembryanthemum 






crystallinum] 




Seq. No. 


225705 




Seq. ID 


LIB3166-040-P1-K1-B3 




Method 


BLASTX 




NCBI GI 


g2245125 




BLAST score 


197 




E value 


3.0e-15 




Match length 


61 



32136 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
225706' 

LIB3166-040-P1-K1-B7 . 

BLASTX 

g3242785 

528 

4.0e-54 

119 
79 

(AF055355) respiratory burst oxidase protein C [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. ;-No. 
Seq. ID 
Method 
NCBI GI 
-BLAST- score - 
E value 
Match length 
% identity 
NCBI Description 



225707 

LIB3166-040-P1-K1-B8 

BLASTX 

g2970641 

343 

1.0e-32 

84 

74 

(AF052194) xyloglucan endotransglycosylase precursor 
[Actinidia deliciosa] 

225708 

LIB3166-04 0-P1-K1-B9 

BLASTX 

g4220535 

515 

1.0e-52 

121 

81 

(AL035356) 
thaliana] 



clathrin coat assembly like protein [Arabidopsis 



225709 

LIB3166-04 0-P1-K1-C1 
BLASTX 

g3550454 „ , . _. _ ... - 

573 " - 

2.0e-59 

106 

98 

(AF085820) alcohol dehydrogenase A [Gossypium barbadense] 
>gi_3550458 (AF085821) alcohol dehydrogenase A [Gossypium 
barbadense] >gi_3551965 (AF085064) alcohol dehydrogenase A 
[Gossypium hirsutum] >gi_355i967 (AF085065) alcohol 
dehydrogenase A [Gossypium hirsutum] >gi_3551971 (AF085067) 
alcohol dehydrogenase A [Gossypium hirsutum] >gi_3551975 
(AF085069) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_3551977 (AF085070) alcohol dehydrogenase A [Gossypium 
hirsutum] >gi_4140594 (AF090146) alcohol dehydrogenase A 
[Gossypium hirsutum] >gi_4140604 (AF090151) alcohol 
dehydrogenase A [Gossypium hirsutum] >gi_4140606 (AF090152) 
alcohol dehydrogenase A [Gossypium hirsutum] >gi_4 140608 
(AF090153) alcohol dehydrogenase A [Gossypium hirsutum] 



32137 



>gi_4140610 (AF090154) alcohol dehydrogenase A [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
-% identity 
NCBI Description 



225710 

LIB3166-04 0-P1-K1-C11 

BLASTX 

g3327275 

359 

3.0e-34 

114 

63 

(AB016002) PKn3 [Ipomoea nil] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225711 

LIB3166-040-Pl-Kl-ci2 

BLASTX 

gl737218 

206 

8.0e-17 

47 

77 

(U79959). vacuolar sorting receptor homolog 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225712 

LIB3166-040-P1-K1-C2 

BLASTX 

g436307 

174 

1.0e-12 

71 

61 

(S66686 
Peptide 
synapti 



) synaptic vesicle protein=n-syb [Drosophila, head, 

, 181 aa] [Drosophila sp.] >gi_738733_prf 2001392A 

c vesicle protein [Drosophila melanogaster] 



225713 

LIB3166-04.0-P1-K1-C7 

BLASTX 

g2129630 

294" - 

1.0e-26 

76 

66 

lamin - Arabidopsis thaliana >gi_1262754_emb_CAA65750_ 
(X97023) lamin [Arabidopsis thaliana] >gi^3395760 (U77721) 
unknown [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225714 

LIB31 66-04 0-P1-K1-C8 

BLASTX 

g2583117 

240 

3.0e-20 

74 

65 

(AC002387 ) hypothetical protein [Arabidopsis thaliana] 



32138 





Sea No. 


225715 




Seq. ID 


LIB3166-040-P1-K1-C9 




Method 


BLASTX 




NCBI GI 


g3451068 




BLAST score 


320 




F, va 1 ue 


1.0e-29 




Match lenoth 


85 




% identitv 


74 




NCRT Description 


(AL031326) Dutative orotein TArabidoDsis thalianal 




Seq. No. 


225716 




Seq. ID 


LIB3166-040-P1-K1-D10 




Method 


BLASTX 




NCBI GI 


gll71579 




BLAST score 


526 




F. va 1 ne 


8 . Oe-54 




Match lenath 


124 




% identitv 


81 




NCBI Descriotion 


fX95342^ cvtochrome P450 TNicotiana tabacuml 


m 


Seq. No. 


225717 




Seq. ID 


LIB3166-040-P1-K1.-D11 




Method 


BLASTX 




NCBI GI 


g4263787 


O 


BLAST score 


432 


5 • 


F. vfl 1 hp 


6 . 0e-43 


y s 


Match length 


107 


E 


St -j Hpnt it" v 


76 


M 


NPRT Description 


fAC0060681 unknown orotein TArabidoosis thalianal 


Q 


Seq. No. 


225718 


s 


Seq. ID 


LIB3166-040-P1-K1-D12 




Method 


BLASTX 




NCBI GI 


g3269284 




BLAST score 


269 


O 


E value 


9.0e-24 




Match length 


92 




% identitv 


62 ■ \ 




NCBI Descriotion 


fAL030978) histone H2A- like Drotein TArabidoosis thalianal 




Seq. No. 


225719 




Seq. ID 


LIB3166-040-P1-K1-D5 




Method 


BLASTX 




NCBI GI 


a4468813 




BLAST score 


224 




F va 1 lie 


3.0e-23 




Match length 


104 




ft i dent 1 1 v 


47 




NPRT Hpscr i n't i on 


^ATiD^Sfini \ "011+* at i ve nrot pi n r Arahi Hon*? i c; "thalianal 




Seq. No. 


225720 




Seq. ID- 


LIB3166-040-P1-K1-D7 




Method 


BLASTX 




NCBI GI 


g2465923 




BLAST score 


146 




E value 


3.0e-09 



32139 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 

NCBI-GI -------- 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



105 
27 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

225721 

LIB3166-040-P1-K1-E1 

BLASTX 

g3540181 

233 

2.0e-19 

87 

52 

(AC004122) Unknown protein [Arabidopsis thaliana] 
225722 

LIB31 66-04 0-P1-K1-E3 

BLASTX 

crl777443 

156 

2.0e-10 

123 

39 

(U28422) CCA1 [Arabidopsis thaliana] >gi_3510263 (AC005310) 
DNA-binding- protein *CCA1 [Arabidopsis thaliana] >gi_4090569 
(U79156) CCA1 [Arabidopsis thaliana] 

225723 

LIB3166-040-P1-K1-E4 

BLASTX 

g3868758 

223 

3.0e-18 

42 
90 

(D89802) elongation factor IB gamma [Oryza sativa] 
225724 

LIB3166-040-P1-K1-E5 

BLASTX . 

g4 204 575~- - 
342 

3.0e-32 

101 

64 

(AF098510) cytochrome b5 DIF-F [Petunia x hybrida] 
225725 

LIB31 66-04 0-P1-K1-E6 

BLASTX 

g4220482 

226 

1.0e-18 

88 

52 

(AC006069) hypothetical protein [Arabidopsis thaliana] 



32140 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225726 

LIB31 66-04 0-P1-K1-E7 

BLASTX 

g3776005 

218 

1.0e-17 

81 

56 

(AJ010466) RNA helicase [Arabidopsis thaliana] 
225727 

LIB3166-040-P1-K1-E9 

BLASTX 

g4193388 

367 

3.0e-35 

91 

79 

(AFQ914 55) translation/ally controlled tumor protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225728 

LIB3166-04 0-P1-K1-F10 

BLASTX 

gl762945 

308 

3.0e-28 

117 

52 

(U66269) ORF; able to induce HR-like lesions [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



225729 

LIB3166-040-P1-K1-F12 
BLASTX 
g3861068 
141 
'l.0e-08 
65 

43 _ . _ _. . . _- - - - 

(AJ235272) unknown [Rickettsia prowazekii] 

225730 

LIB3166-040-P1-K1-F2 

BLASTX 

g2462754 

282 

3.0e-25 

103 

57 

(AC002292) Unknown protein [Arabidopsis thaliana] 
225731 

LIB3166-040-P1-K1-F5 

BLASTX 

g3334661 

283 



32141 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 

-BLAST score - - 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-25 

101 

54 

(Y104 90) putative cytochrome P4 50 [Glycine max] 
225732 

LIB3166-040-P1-K1-F8 

BLASTX 

g289920 

557 

2.0e-57 

103 

97 

(L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum) 

225733 

LIB3166-040-P1-K1-F9 

BLASTX 

g3132476 

257 

3.0e-22 

80 

68 

(AC003096) unknown protein [Arabidopsis thaliana] 
225734 

LIB3166-040-P1-K1-G1 

BLASTX 

g4559372 

294 

1.0e-26 

75 

73 

(AC006585) putative CONSTANS protein [Arabidopsis thaliana] 
225735- 

LIB31156-040-P1-K1-G10 
BLASTX 

g2464855 . _. . _ .. 

436 " 

3.0e-43 

100 

76 

(Z99707) myb-related protein [Arabidopsis thaliana] 
225736 

LIB3166-040-P1-K1-G11 

BLASTX 

gl531674 

638 

5.0e-67 
119 

99 - • 

(U68462) actin [Striga asiatica] 



Seq. No. 



225737 



32142 



Seq. ID 


LIB3166-040-P1-K1-G4 


Method 


- BLASTX 


NCBI GI 


g2369714 


BLAST score 


157 


E value 


1.0e-10 


Match length 


57 


ST 'identity 


58 


NCBI Description 


(Z97178) elongation factor 2 [Beta vulgaris] 


Seq. No. 


225738 


Seq. ID 


LIB3166-040-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g4432857 


BLAST score 


365 


E value 


6.0e-35 


Match length 


124 


% identity 


54 


NCBI Description 


(AC006300) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


225739 


Seq. ID 


LIB31 66-04 0-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g2494144 


BLAST score 


216 


E value 


2.0e-17 


Match length 


120 


% identity 


25 


NCBI Description 


(AC002329) predicted leucine-rich protein [Arabidopsis 




thaliana] 


Seq. No. 


225740 


Seq. ID 


LIB3166-040-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


gl220196 


BLAST score 


539 


E value 


2.0e-55 


Match length 


111 * 


% identity 


89 


NCBI Description 


(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 


Seq. - No-. 


'225741 


Seq. ID 


LIB3166-04 0-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3915083 


BLAST score 


605 


E value 


4.0e-63 


Match length 


123 


% identity 


93 


NCBI Description 


TUBULIN BETA CHAIN >gi_1403143_emb_CAA67056_ (X98406) 




beta-tubulin [Cicer arietinum] 


Seq. No. 


225742 


Seq. ID 


LIB3166-04 0-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


gl31015 


BLAST score 


334 


E value 


2.0e-31 



32143 



Match length 

% identity 

NCBI Description 



77 
73 

PATHOGENESIS-RELATED PROTEIN R MAJOR FORM PRECURSOR 

( THAUMAT IN- L I KE PROTEIN E22) >gi_100385_pir JH0230 

pathogenesis-related protein R precursor - common tobacco 
>gi_19855_emb_CAA33293_ (X15224) thaumatin-like protein 
[Nicotiana tabacum] >gi_19980_emb_CAA31235_ (X12739) 
pathogenesis-related protein R (AA 1 - 226) [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



225743 

LIB3166-040-P1-K1-H2 

BLASTX 

g2244965 

315 

3.0e-29 

84 

71 



NCBI Description (Z97340) unnamed protein product [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. . 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



225744 

LIB3166-040-P1-K1-H6 

BLASTX 

gl200205 

314 

6.0e-29 

60 

97 

(X95753) DAG [Antirrhinum majus] 
225745 

LIB3166-040-P1-K1-H7 

BLASTX 

g2738248 

325 

2.0e-30 

93 

75 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] . _ 

225746 

LIB3166-040-P1-K1-H8 

BLASTX 

g2244965 

300 

2.0e-27 

121 

52 

(Z97340) unnamed protein product [Arabidopsis thaliana] 
225747 

LIB3166-042-P1-K1-A1 

BLASTX 

g2062174 

194 

7.0e-15 



32144 



Match length 118 

% identity 35 

NCBI Description (AC0pi645) transcription factor (TINY) isolog [Arabidopsis 
thaliana] 

Seq. No. 225748 

Seq. ID LIB3166-042-P1-K1-A10 

Method BLASTX 

NCBI GI g2738915 

BLAST score 299 

E value 4.0e-27 

Match length 118 

% identity 50 

NCBI Description (AF020760) serine protease [Homo sapiens] 





Seq. No. 


225749 




Seq. ID 


LIB31 66-04 2-P1-K1-A2 






BLASTX 


i 5 


NCBI GI 


^252807 


BLAST score 


215 




R 1 IIP 


2 . Oe-17 


s? 

y = 


Match length 


71 


00 


9t i Hpnt" i t v 


54 T 




NCBI Description 


(AC004705) hypothetical protein [Arabidopsis thaliana] 




Seq. No." 


225750 


L-S- 


Seq. ID 


LIB3166-042-P1-K1-A3 


y = 


Mpt hod 


BLASTX 




NCBI GT 


a4008006 


= 


BLAST score 


169 




F. va 1 lie 


5 . 0e-12 




M3rph 1 pnrrrh 

L ACL ^ N^r 11 -L. 1 1 NwJ Ull 


61 




% identity 


61 


I ~ 


NCBI Description 


(AF084034) receptor-like protein kinase [Arabidopsis 






thaliana] 




Seq. No. 


225751 




Seq. ID 


LIB3166-042-P1-K1-A4 




Method 


BLASTX 




NCBI GI 


g4206124 




" " BLAST score 


597 




E value 


4.0e-62 




Match length 


129 




% identity 


89 




NCBI Description 


(AF097668) T-complex protein 1 epsilon subunit 






[Mesembryanthemum crystallinum] 




Seq. No. 


225752 




Seq. ID 


LIB3166-042-P1-K1-A5 




Method 


BLASTX 




NCBI GI 


g2384669 




BLAST score 


400 




E value 


5.0e-39 




Match length 


104 




% identity 


73 c 




NCBI Description 


(AF012656) putative potassium transporter AtKTlp 



[Arabidopsis thaliana] 



32145 



Con Nn 


29 


Seq. ID 


LIB3166-042-P1-K1-B10 


Method 


BLASTX 


MpOT (IT 






9QS 

t 3 J 


U* t»" alii ^ 


7 Dp-97 


i j a l Vw 1 1 ici ly i-ii 


107 


ts luenticy 


S4 


XTf"" 1 TD T Ho C z"' V 1 T O 7"l 
LN^OX UcoOIipLlUil 


fZXP,fi047Qft^ accn rha +~o o v i Ha q o r A i^a "i Hon a i c hhal 1 anal 
/ zi \j i aoL>uiJJaLC uaxucioc [niauiuu^'oio uiio-LJ-diici j 


JCtj. LN <J . 


99^7^4 


Seq. ID 


LIB3166-042-P1-K1-B11 


Method 


BLASTX 




al220196 






iL Value 




L v lcLU.L*il XcliyUIl 


1 2Q 

X £. Z7 


£*■ t n ^ it 

td laeni-iLy 


98 


XT D T O c\ o /-* i i-\ 4- t y\ y"» 

iNL/Di uescripuion 


J alLUIlUl UCIiyUIuyctlaot! £. a [oUooypiLUU ilJ.-LoLlUUll.lJ 


oeq ■ lno • 




Seq, ID 


LIB3166-042-P1-K1-B12 


Method 


BLASTX 




rr*377 Q91 ft 


O T ACT 1 c? /-i /-v >- ca 

oiinoi. scoxe 




E value 


o Ho — 9 7 


ludtoJl XcllyLXl 


Q4 


St i y*"\ 4- t ^tr 

^5 iaeriL.iL.y 


69 


M f" 1 D X o /*< t* 1 y\ 4" t /~\ t~\ 

lnldi uescripuion 


\i\i:\JOKJO f J } piULClil Klllaoc ^xTiXX [OUXCLIXIXUI L. UUc X VJo Lull J 


oeq ■ lno . 


99R7 Rfi 

C^J / JO 


oeq. id 


LlDjlOD Uftt rl I\X DO 


LYieunoci 


DLnO 1 A. 


NCBI GI 


g2342685 


BLAST score 


418 


E value 


A f)o-4 1 

*i • w e *4 x 




19^ c 


ts xaenuxLy 


DO 


LNV^DX UcbLXXpUlUIl 


/ZiPnnnTD^^ Pnnt/a i nc Qimi 1 a r i t* \/ +- r\ RhoHnrrirrn q ami Haco 

|nUUUUlUU/ V^Vjil UClli lO O XlllX X Cti. X L* ^ L,W IVl llJUU> l Lrl/]L>l> UO ..dlllX Ud O C - 








t-LJiUti X X (Jill LillO ycllc • L ^X aJJlUU^'O X o L-ilaXXclllclJ 


Q p>rr Mo 


225757 




T.TR^l 6fi-f)49-Pl -K1 -R5 


Method 


BLASTX 


NCBI GI 


g2160694 


DJ-iriO 1 bUUlc 


4 99 


E value 


X . Uc 4 X 


nat.cn xengun 


1 9*^ 


% identity 


64 


NCBI Description 


(U73528) B f regulatory subunit of PP2A [Arabidopsis 




thaliana] 


Seq. No. 


225758 


Seq. ID 


LIB3166-042-P1-K1-B7 


Method 


BLASTX 



32146 



NCBI GI 

BLAST scor.e. 

E value 

Match length 

% identity 

NCBI Description 



gl45824'5 
143 

7.0e-09 

111 

33 

(U64834) coded for by C. elegans cDNA cml7al; coded for by 
C. elegans cDNA cm7gl; coded for by C. elegans cDNA 
CEMSE26F; similar to methyltransf erases [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225759 

LIB3166-042-P1-K1-C11 

BLASTX 

g3242789 

271 

6.0e-24 

118 

59 

(AF055357) respiratory burst oxidase protein u [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225760 

LIB3166-042-P1-K1-C3 

BLASTX 

g4406770 

177 

7.0e-13 

42 - 
79 

(AC006836) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ■ ■ 

Match length 

% identity 

NCBI Description 



225761 

LIB3166-042-P1-K1-C4 

BLASTX 

g4262378 

164 

2.0e-ll fc * 

86 

37 

(AF092910) stage specific peptide 24 [Trypanosoma cruzi] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225762 

LIB3166-042-P1-K1-C8 

BLASTX 

g2194138 

151 * ' 

7.0e-10 

66 

48 

(AC002062) Similar to Arabidopsis receptor-like protein 
kinase precursor (gb M84 659) . [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



225763 

LIB3166-042-P1-K1-D4 

BLASTX 

gl871194 

227 



32147 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-19 

95 
49 

(U90439) DNA binding protein isolog [Arabidopsis thaliana] 
>gi_2335092 (AC002339) putative DNA binding protein 
[Arabidopsis thaliana] 

225764 

LIB3166-042-P1-K1-D6 

BLASTX 

g4557078 

272 

5.0e-24 

103 

49 

(AC007045) putative Tall-1 pol polyprotein, 5' partial 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



225765 

LIB3166-042-P1-K1-D7 

BLASTX 

g2827715 

311 

1.0e-28 
84 

7 " 

(AL021684) receptor protein kinase - like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



225766 

LIB3166-042-P1-K1-D8 

BLASTX 

g4388818 

241 

1.0e-20 

87 

55 

(AC006528) putative pol polyprotein with a Zn-finger CCHC 
type domain (prosite :QDOC50158) and a DDE integrase 
signature motif [Arabidopsis thaliana] _ 

225767 

LIB3166-042-P1-K1-D9 

BLASTX 

g4455246 

521 

3.0e-53 

130 

74 

(AL035523) putative protein [Arabidopsis thaliana] 
225768 

LIB3166-042-P1-K1-E1 

BLASTX . . 

gl518540 

602 

9.0e-63 



32148 



Match length 

% identity 

NCBI Description 



126 
93 

(U53418) UDP-glucose dehydrogenase [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225769 

LIB3166-042-P1-K1-E10 

BLASTX 

g2829910 

376 

3.0e-36 

102 

64 

(AC002291) Unknown protein, contains regulator of 
chromosome condensation motifs [Arabidopsis thaliana] 



Seq. No. 


225770 


Seq. ID 


LIB3166-042-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


rrl 1 Q1A £1 
r - * _ . 


BLAST score 


656 


E value 


5 . Oe-69 


Match lencrth 


130 


% identity 


95 


NCBI Description 


(X78819) casein kinase I 


Seq. No. 


225771 


Seq. ID 


LIB3166-042-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g3834302 


BLAST score 


473 


E value 


1. 0e-47 


Match length 


127 


% identity 


79 


NCBI Description 


(AC005679) Similar to gb 




from Oryza sativa. ESTs 




this gene. [Arabidopsis 


Seq. No. 


225772 


Seq. ID 


LIB3166-042-P1-K1-E3 


Method 


BLASTX 


NCBI GI " 


gll5492 


BLAST score 


559 


E value 


1.0e-57 


Match length 


109 


% identity 


52 


NCBI Description 


CALMODULIN-RELATED PROTE: 




calmodulin-related prote. 


Seq. No. 


225773 


Seq. ID 


LIB3166-042-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2499710 


BLAST score 


577 


E value 


8.0e-60 


Match length 


124 


% identity 


87 



[Arabidopsis thaliana] 



NCBI Description PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 



32149 



Seq. No. 

Seq. ID 

Method. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

■E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



{ PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_1438075 (L33686) phospholipase D [Ricinus communis] 

225774 

LIB3166-042-P1-K1-F1 

BLASTX 

g547683 

343 

2.0e-32 
122 - 
58 

HEAT SHOCK COGNATE PROTEIN 80 >gi_170456 (M96549) heat 
shock cognate protein 80 [Solanum lycopersicum] 

>gi_445601_prf 1909348A heat shock protein hsp80 

[Lycopersicon esculentum] 

225775 

LIB3166-042-P1-K1-F10 

BLASTX 

g2829751 

187 

5.0e-14 

110 
36 

MACROPHAGE MIGRATION INHIBITORY FACTOR HOMOLOG (BMMIF) 
>gi_1850559 (U88035) macrophage migration inhibitory factor 
[Brugia malayi] >gi_2190976 (AF002699) macrophage migration 
inhibitory factor [Brugia malayi] 

225776 

LIB3166-042-P1-K1-F11 

BLASTX 

g2828280 

149 

1.0e-09 

33 

85 

(AL021687) putative protein [Arabidopsis thaliana] 
>gi_2832633_emb_CAA16762_ (AL021711) putative protein 
[Arabidopsis thaliana] _ _ _ 

225777 

LIB3166-042-P1-K1-F12 

BLASTX 

g4539453 

297 „ - 

6.0e-27 

88 

61 

(AL049500) putative protein [Arabidopsis thaliana] 
225778 

LIB3166-042-P1-K1-F2 

BLASTX 

g509810 

523 

2.0e-53 



32150 



Match length 

% identity 

NCBI Description 



126 
79 

(L08468) envelope Ca2+-ATPase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225779 

LIB3166-042-P1-K1-F3 

BLASTX 

gl931655 

313 

7.0e-29 

109 

61 

(U95973) receptor-kinase isolog [Arabidopsis thaliana] 
225780 

LIB3166-042-P1-K1-F4 

BLASTX 

g485514 

145 

4.0e-09 

33 

79 

ADR11-2 protein - soybean (fragment) 

>gi_296443_emb_CAA49341_ (X69640) auxin down regulated 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225781 

LIB3166-042-P1-K1-F6 

BLASTX 

gll50406 

194 

7.0e-15 

100 
39 

(Z46868) exo-1, 3-beta-glucanase/l , 3-beta-D-glucan 
glucanohydrolase [Pichia angusta] 

225782 

LIB3166-042-P1-K1-F9 

BLASTX 

g3258647 ~ 

228 

7.0e-19 

125 

8 

(AF044677) retinitis pigmentosa GTPase regulator [Mus 
musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225783 

LIB3166-042-P1-K1-G1 

BLASTX 

g3548802 

207 

2fOe-16 

66. 

62 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 



32151 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 

225784 

LIB3166-042-P1-K1-G12 

BLASTX 

g3236253 

301 

2.0e-27 

120 

52 

(AC004684) 
thaliana] 



receptor-like protein kinase [Arabidopsis 



Seq. No . 
Seq. ID 
Method 
NCBI GI 

E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225785 

LIB3166-042-P1-K1-G2 

BLASTX 

gl67367 

A O A 

4.0e-50 

125 

77 

(L08199) peroxidase [Gossypium hirsutum] 
225786 

LIB3166-042-P1-K1-G3 

BLASTX 

g2760320 

345 

1.0e-32 

104 

68 

(AC002130) F1N21.4 [Arabidopsis thaliana] 
225787 

LIB3166-042-P1-K1-G4 

BLASTX 

g4193382 

386 

2.0e-37 : _ _ __ 

86 " 
83 

(AF083336) ribosomal protein S27 [Arabidopsis thaliana] 
>gi_4193384 (AF083337) ribosomal protein S27 [Arabidopsis 
thaliana] 

225788 

LIB3166-042-P1-K1-G5 

BLASTX 

g4006924 

589 

3.0e-61 
126 

83 *- 

(Z99708) beta-galactosidase like. protein [Arabidopsis 

thaliana] 



32152 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Mat ch 1 engtrli 

% identity 

NCBI Description 



225789 

LIB3166-042-P1-K1-G6 

BLASTX 

gl084321 

521 

3.0e-53 

123 

80 

protochlorophyllide reductase (EC 1.3.1.33) - cucumber 
>gi_2244614_dbj_BAA21089_ (D50085) 

NADPH-protochlorophyllide oxidoreductase [Cucumis sativus] 
225790 

LIB3166-042-P1-K1-G9 
BLASTX ^ 
g2764941 
348 

6.0e-33 

90 

68 

(X98255) transcriptionally stimulated by gibberellins; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 



Seq. No. 


225791 


Seq'. ID 


LIB3166-0'42-Pl-Kl-H10 


Method 


BLASTX 


NCBI GI 


g2804278 


BLAST score 


553 


E value 


6.0e-57 


Match length 


129 


% identity 


81 


NCBI Description 


(AB003516) squalene epoxidase [Panax ginseng] 


Seq. No. 


225792 


Seq. ID 


.LIB3166-042-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g2088653 


BLAST score 


214 


E value 


3.0e-17 . . . ._- . - - - - - 


Match length 


109 


% identity 


41 


NCBI Description 


(AF002109) Hslpro-1 related protein isolog [Arabidopsis 




thaliana] 


Seq. No. 


225793 


Seq. ID 


LIB3166-042-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3868758 


BLAST score 


418 


E value 


4.0e-41 


Match length 


101 


% identity 


75 


NCBI Description 


(D89802) elongation factor IB gamma [Oryza sativa] - 


Seq. No. 


225794 


Seq. ID 


LIB3166-042-P1-K1-H2 



32153 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3319345 

117 

2.0e-09 

82 

49 

(AF077407) contains similarity to maize transposon MuDR 
(GB:M76978) [Arabidopsis thaliana] 

225795 

LIB3166-042-P1-K1-H5 

BLASTX 

g2088653 

214 

3.0e-17 

109 

41 

(AF002109) Hslpro-1 related protein isolog [Arabidopsis 
t h a 1 1 a na ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



225796 

LIB3166-042-P1-K1-H7 

BLASTX 

gll3621 

470 

3.0e-47 

105 

89 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 

225797 

LIB31 66-04 2-P1-K1-H8 

BLASTX 

g3122139 

375 _ . _ _ - ' - 

"4 .Oe-36 
122 
55 

GLYCEROL KINASE (ATP : GLYCEROL 3- PHOSPHOTRANS FERASE ) 
(GLYCEROKINASE) (GK) ( ATP-STIMULATED 

GLUCOCORTICOID-RECEPTOR TRANSLOCATON PROMOTER) (ASTP) 
>gi_4 84372_pir JN0606 ATP-stimulated 

glucocorticoid-receptor translocation promoter protein - 
rat >gi_433211_dbj_BAA03677_ (D16102) ATP-stimulated 
glucocorticoid-receptor translocaton promoter [Rattus 
rattus] 

225798 

LIB31 66-04 3-P1-K1-A11 

BLASTX 

g3913413 

390 



32154 



E value 
Match length 
% identity 
NCBI Description 



7.0e-38 

85 

89 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME 1 (ADOMETDC 1) 
(SAMDC 1) (SAMDC9) >gi_1155240 (U38526) 
S-adenosylmethionine decarboxylase 1 [Dianthus 
caryophyllus] >gi_24 06585 (U94786) S-adenosylmethionine 
decarboxylase [Dianthus caryophyllus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225799 

LIB3166-043-P1-K1-A2 

BLASTX 

gl730502 

215 

2.0e-17 

87 

45 

TRANSMEMBRANE PROTEIN PFT27 >gi_110903_pir_ 



_A31351 probable 



transmembrane protein [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



225800 

LIB3166-043-P1-K1-A3 

BLASTX 

g406293'4 

491 

8.0e-50 

110 

82 

(D88272) formate dehydrogenase [Hordeum vulgare] 
225801 

LIB3166-043-P1-K1-A4 

BLASTX 

g3746069 

160 

6.0e-ll 

108 

31. 

(AC005311) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225802 

LIB3166-04 3-P1-K1-A9 

BLASTX 

g4218120 

347 

7.0e-33 

101 

65 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



225803 

LIB3166-04 3-P1-K1-B2 

BLASTX 

g3201680 



32155 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ' 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST' score 
E value 



322 

7.0e-30 

127 

55 

(AF060941) extra-large G-protein [Arabidopsis thaliaha] 
225804 

LIB3166-043-P1-K1-B4 

BLASTX 

g4220533 

333 

4.0e-31 

108 

34 

(AL035356) putative mitochondrial uncoupling protein 
[Arabidopsis thaliana] 

225805 

LIB3166-043-P1-PO-B8 

BLASTX 

gl928981 

532 

1.0e-54 

120 

89 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 

225806 

LIB3166-043-P1-K1-B9 

BLASTX 

gl710124 

181 

2.0e-13 

117 

37 

(U62279) h " leucine-rich repeat-containing extracellular 
glycoprotein; contains six N-glycosylation sites [NX(S/T)] 
[Sorghum bicolor] 

225807 - • ' ■ - - - - " " 

LIB3166-043-P1-K1-C1 

BLASTX 

g4006924 

197 

2.0e-15 

46 

76 

(Z99708) beta-galactosidase like protein [Arabidopsis 
thaliana] 

225808 

LIB3166-043-P1-K1-C10 

BLASTX 

g4455208 

464 

1.0e-46 



32156 



Match length 115 
% identity '79 

NCBI Description (AL035440) putative protein [Arabidopsis thaliana] 

Seq. No. 225809 

Seq. ID LIB3166-043-P1-K1-C11 

Method BLASTX 

NCBI GI g4325324 

BLAST score 627 

E value 1.0e-65 

Match length 125 

% identity 93 

NCBI Description (AF125574) lysyl-tRNA synthetase; LysRS [Arabidopsis 
thaliana] 

Seq. No. 225810 

Seq. ID LIB3166-043-P1-K1-C12 

Method BLASTX 

NCBI GI g4325324 

BLAST score 258 

E value 2.0e-22 

Match length 103 

% identity 58 

NCBI Description (AF125574) lysyl-tRNA synthetase; LysRS [Arabidopsis 
thaliana] . 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225811 

LIB3166-043-P1-K1-C3 

BLASTX 

g2979552 

435 

4.0e-43 

123 

71 

(AC003680) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 

BLAST score " ~ " 
E value 
Match length 
% identity 
NCBI Description 



225812 * 

LIB3166-043-P1-K1-C6 
BLASTX 

g2499611 _ ... _ . 

4 68 " •' " " ~" 

6.0e-47 

117 

79 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 7 (MAP KINASE 7) 

(ATMPK7) >gi_629548_pir S40473 mitogen-activated protein 

kinase 7 (EC 2.7.1.-) - Arabidopsis thaliana 

>gi_4 57406_db'j_BAA04870_ (D21843) MAP kinase [Arabidopsis 

thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score - 
E value 
Match length 



225813 

LIB3166-043-P1-K1-C7 

BLASTX 

gl30600 

407 

7.0e-40 
122 



32157 



% identity 

NCBI Description 



64 

ENZYMATIC POLYPROTEIN [CONTAINS: ASPARTIC PROTEASE ; 

ENDONUCLEASE; REVERSE TRANSCRIPTASE ] >gi_76782_pir S01283 

hypothetical protein 5 - figwort mosaic virus 
>gi_58813_emb_CAA29527_ (X06166) ORF V (AA 1-666) [Figwort 
mosaic virus] 



Seq. No. 


225814 


Seq. ID 


LIB31 66-04 3-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g393707 


BLAST score 


509 


E value 


8.0e-52 


Match length 


117 


% identity 


84 


NCBI Descriotion 


(X67696) acetvl— CoA acvltransf erase rCucumis sativusl 


Sea. No. 


225815 


Sea. ID 


LIB3 166-04 3-P1-K1-D1 


Mp1~ hod 


BLASTX 


NCBI GI 


g3063396 


BLAST score 


34 9 


F. va 1 

1—1 V Ci U- 


2 Oe-33 


Match length 


87 


% identity 


'77 . ■ 


NCBI Description 


(AB012947) vcCyP [Vicia faba] 




225816 


Seq. ID 


LIB3166-043-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


al531758 


BLAST score 


605 


E value 


4.0e-63 


Match length 


124 


% "i dpnt i t* v 


94 


NCBI Description 


(X98772) AUX1 [Arabidopsis thaliana] >gi 3335360 (AC003028) 




unknown protein [Arabidopsis thaliana] 


Seq. No . 


225817 


Seq. ID 


LIB3 166-04 3- P1-K1-D11 




BLASTX' " 


NCBI GI 


g3858935 


BLAST score 


522 


R \T 1 hp 
i— • v a j_ u c 


2 Oe-53 


Match length 


119 


% identity 


82 


NCBI Description 


(AL021636) synaptobrevin-like protein [Arabijdopsis 




thaliana] >gi_4 103357 (AF025332) vesicle-associated 




membrane protein 7C; synaptobrevin 7C [Arabidopsis 




thaliana] 


Seq. No. 


225818 


Seq. ID 


LIB3166-043-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g3858935 


BLAST score 


225 


E value 


5.0e-19 



32158 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No= 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 
62 

(AL021636) synaptobrevin-like protein [Arabidopsis 
thaliana] >gi_4 103357 (AF025332) vesicle-associated 
membrane protein 7C; synaptobrevin 7C [Arabidopsis 
thaliana] 

225819 

LIB31 66-04 3-P1-K1-D3 

BLASTX 

g4455276 

167 

1.0e-ll 

71 

54 

(AL035527) peptide transporter-like protein [Arabidopsis 
thaliana] 

225820 

LIB3166-04 3-P1-K1-D5 

BLASTX 

gl220196 

543 

8.0e-56 

111 

90 

(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 
225821 

LIB3166-043-P1-K1-D6 

BLASTX 

gl332411 

505 

2.0e-51 

109 

88 

(D85102) dihydrof lavonol 4-reductase [Rosa hybrida] 
225822 

LIB3166-04 3-P1-K1-D8 
"BLASTX 
g2244780 
266 

2.0e-23 

57 

93 

(Z97335) hypothetical protein [Arabidopsis thaliana] 
225823 

LIB3166-04 3-P1-K1-E1 

BLASTX 

gll70621. 

355 - 

7.0e-34 

103 

67 

KINESIN-LIKE PROTEIN C >gi_1084342_pir S48020 



32159 



kinesin-related protein katC - Arabidopsis thaliana 
>gi_1438844_dbj_BAA04674_ (D21138) heavy chain polypeptide 
of kinesin-like protein [Arabidopsis thaliana] 



Seq. No. " 


225824 


Seq. ID 


LIB3166-043-P1-K1-E10 


Met hod 


BLASTX 


NCBI GI 


g2995384 


BLAST score 


177 


E value 


3. Oe-13 


Match length 


65 


% identity 


63 


NCBI Description 


(AJ004810) cytochrome P450 monooxygenase [Zea mays] 


Seq. No. 


225825 * 


Seq. ID 


LIB31 66-04 3-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


gl408471 


BLAST score 


153 


E value 


4 . Oe-12 


Matr'h 1 pnnt"h 


59 


% idpntitv 


66 


NCBI Description 


(U48938) actin depolymerizing factor 1 [Arabidopsis 




thaliana] >gi 3851707 (AF102173) actin depolymerizi 




factor 1 [Arabidopsis thaliana] 


Seq. No. 


225826 


Seq. ID 


,LIB3166-04 3-Pl-Kl-E2 


Method 


BLASTX 


NCBI GI 


g4558661 


BLAST score 


368 


R Vr5 1 UP 


3 Oe-35 


Match lenoth 


114 


% identity 


66 


NCBI Description 


(AC007063) putative malate oxidoreductase (NAD) 




[Arabidopsis thaliana] 


Seq. No. 


225827 


Seq. ID 


LIB3166-043-P1-K1-E4 " 


Method 


BLASTX 


NCBI GI • - 


g832876 


BLAST score 


535 


E value 


7.0e-55 


Match length 


119 


% identity 


87 


NCBI Description 


(L41345) ascorbate free radical reductase [Solanum 



lycopersicum] >gi_1097368_prf 2113407A ascorbate free 

radical reductase [Lycopersicon esculentum] 



Seq. No. 225828 

Seq. ID LIB3166-043-P1-K1-E5 

Method BLASTX 

NCBI GI g3914002 

BLAST score 367 

E value 3.0e-35 

Match length 115 

% identity 64 



32160 



NCBI- Description 



MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >gi_2935279 
(AF033862) Lon protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225829 

LIB3166-043-P1-K1-E7 

BLASTX 

gll73256 

526 

8.0e-54 

125 

83 

40S RIBOSOMAL PROTEIN S4 >gi_6294 96_pir S45026 ribosomal 

protein S4 - upland cotton >gi_4 88739_emb_CAA55882_ 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 



Sea No 


225830 

b b W \J \J 


Seq. ID 


LIB3166-043-P1-K1-E8 


Met" hod 


BLASTX 


NCBI GI 


a2654868 


BLAST score 


154 


E value 


7.0e-13 


Match length 


52 


% identity 


77_ 


NCBI Description 


(AF015301) RbohApl08 [Arabidopsis thaliana] 


Sea No 


225831 


Seq. ID 


LIB31 66-04 3-P1-K1-F1 


Mpt hod 


BLASTX 


NCBI GI 


a2098705 


BLAST score 


294 


E value 


1.0e-26 


Match length 


118 


% identity 


55 


NCBI Description 


(U82973) pectinesterase [Citrus sinensis] 


Seq. No. 


225832 


Seq. ID 


LIB3166-043-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3643607 . _ __ . 


BLAST score" " 


470 


E value 


3.0e-47 


Match length 


113 


% identity 


43 


NCBI Description 


(AC005395) unknown protein [Arabidopsis thai. 


Seq. No. 


225833 


Seq. ID 


LIB3166-043-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g2253442 


BLAST score 


188 


E value 


3.0e-14 


Match length 


46 


% identity 


67 


NCBI Description 


(AF007784) LTCOR11 [Lavatera thuringiaca] 


Seq. No. 


225834 



32161 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No..' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB3166-043-P1-K1-F12 

BLASTX 

g2829868 

187 

4.0e-14 

50 

68 

(AC002396) Unknown protein [Arabidopsis thaliana] 
225835 

LIB3166-043-P1-K1-F3 

BLASTX 

g2288981 

310 

2.0e-28 

97 

40 

(AC002335) calcium binding protein isolog [Arabidopsis 
thaliana] >gi_3763938 (AC004450) putative calcium binding 
protein [Arabidopsis thaliana] 

225836 

LIB3166-043-P1-K1-F4 

BLASTX 

g3929545' 

281 

4.0e-25 
126 
4 9 

(AF067194) S-adenosylmethionine decarboxylase [Oryza 
sativa] 



225837 

LIB3166-043-P1-K1-F5 

BLASTX 

g2583123 

318 

2.0e-29 

98 " - 

63 . _ . . 

(AC002387) putative nucleotide 
thaliana] 



sugar epimerase [Arabidopsis 



225838 

LIB3166-04 3-P1-K1-F6 

BLASTX 

g3643085 

246 

4.0e-21 

109 

50 

(AF075580) protein phosphatase-2C; PP2C [Mesembryanthemum 
crystallinum] 

225839 c ' 

LIB3166-043-P1-K1-F8 
BLASTX 



32162 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4220533 
317 

2.0e-29 

126 

56 

(AL035356) putative mitochondrial uncoupling protein 
[Arabidopsis thaliana] 

225840 

LIB3166-043-P1-K1-G1 

BLASTX 

g3355468 

507 

1.0e-51 

122 

86 

(AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq . No .__ -_ _ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
-NCBI GI 



225841 

LIB3166-04 3-P1-K1-G10 

BLASTX 

g3646340 

536 

5.0e-55 

119 

87 

(AJ000763) MADS-box protein [Malus domestical 
225842 

LIB3166-04 3-P1-K1-G11 

BLASTX 

g4090535 

366 

3.0e-35 

82 

79 

-(0-68216) ACC synthase [Carica papaya] 

225843 . _ ._. . . 

LIB3166-04 3-P1-K1-G12 

BLASTX 

gl702983 

231 

2.0e-19 

96 

48 

AUXIN-REPRESSED 12.5 KD PROTEIN >gi_99855_pir S11850 

hypothetical protein - garden strawberry 

>gi_22573_emb_CAA3667 6_ (X52429) 12.5 kDa protein [Fragai 
x ananassa] >gi_927034 (L44142) auxin-repressed protein 
[Fragaria ananassa] 

225844 

LIB3166-043-P1-K1-G2 

BLASTX 

gll69544 



32163 



BLAST score 


228 


E value 


1.0e-32 


Match length 


121 


% identity 


69 


NCBI Description 


ERD1 PROTEIN PRECURSOR >gi 541859 pir JN0901 ERD1 prote. 




- Arabidopsis thaliana >gi_4 97629_dbj_BAA04 506_ (D17582) 




ERD1 protein [Arabidopsis thaliana] 


Seq. No. 


225845 


Seq. ID 


LIB31 66-04 3-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g3087805 


BLAST score 


203 


E value 


9.0e-25 


Match length 


81 


% identity 


78 


NCBI Description 


(AJ223038) latex allergen [Hevea brasiliensis] 


Seq. No. 


22584 6 


Seq. ID 


LIB3166-043-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g3236240 


BLAST score 


325 


E value 


3.0e-30 


Match length 


103 


% identity 


65 


NCBI Description * 


(AC004 684) unknown protein [Arabidopsis thaliana] 


Seq. No. 


225847 


Seq. ID 


LIB3166-043-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


gl263291 


BLAST score 


457 


E value 


9.0e-46 


Match length 


97 


% identity 


88 


NCBI Description 


(U49452)- alcohol dehydrogenase 2b [Gossypium hirsutum] ' 


Seq. No. 


225848 


Seq. ID 


LIB31 66-04 3-P1-K1-G7 _ _ __ . 


Method" 


BLASTX 


NCBI GI 


g729335 


BLAST score 


153 


E value 


4 ,0e-10 


Match length 


65 


% identity 


48 


NCBI Description 


SUCCINATE DEHYDROGENASE (UBIQUINONE) IRON-SULFUR PROTEIN 




PRECURSOR (IP) >gi_508849 (L27705) succinate dehydrogena: 




iron-protein subunit [Drosophila melanogaster] 


Seq. No. 


225849 


Seq. ID 


LIB3166-043-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3023190 


BLAST score 


426 


E value 


4.0e-42 


Match length 


104 



32164 



% identity 

NCBI Description 



81 

14-3-3-LIKE PROTEIN 16R >gi_18884 59_emb_CAA72381_ 
14-3-3 protein [Solanum tuberosum] 



(Y11685) 





Seq. No. 


225850 




Seq. ID 


LIB3166-04 3-P1-K1-H1 




Method 


BLASTX 




NCBI GI 


g4415942 




BLAST score 


219 




E value 


6.0e-22 




Match length 


122 




% identity 


52 




NCBI Description 


(AC006418) hypothetical protein [Arabidopsis 




Seq. No. 


225851 




Seq. ID 


LIB3166-043-P1-K1-H2 




Method 


BLASTX 




NCBI GI 


g3548810 




BLAST score 


160 


UP 


E value 


6. Oe-11 




Match length 


98 


y ^ 


% identity 


43 




NCBI Description 


(AC005313) putative chloroplast nucleoid DNA 






protein [Arabidopsis thaliana] 




Seq. No. 


225852 




Seq. ID 


LIB3166-043-P1-K1-H3 




Method 


BLASTX 




NCBI GI 


g4455340 




BLAST score 


211 




E value 


7 . Oe-17 


□ 


Match length 


105 




% identity 


43 




NCBI Description 


(AL035522) putative protein [Arabidopsis thai 


□ 


Seq. No. 


225853 


Seq. ID 


LIB3 166-04 3- P1-K1-H8 




Method 


BLASTX 




NCBI GI 


gl871182 




BLAST score 


4 94 




E value 


4 . Oe-50 - ' 




Match length 


119 




% identity 


75 




NCBI Description 


(U90439) phospholipase D isolog [Arabidopsis 




Seq. No. 


225854 




Seq. ID 


LIB3166-04 3-P1-K1-H9 




Method 


BLASTX 




NCBI GI 


g2980760 




BLAST score 


242 




E value 


2.0e-20 




Match length 


85 




% identity 


58 




NCBI Description 


(AL022198) putative protein [Arabidopsis thai: 




Seq. No. 


225855 




Seq. ID 


LIB3166-04 4-P1-K1-A1 



32165 



Method. 


BLASTX - 


NCBI GI 


g3668089 : 


D T ACT 1 COOVO 


1 ?R 

X J o 


J_j value 


/ • Lfe u _? 


lYiaLCn lengtn 


67 


is xueiicxLy 






^ f) 0 A \ nnVnnwn r>rot*Pi n fArahi Hnn^i c: 

^nUUUi \J\J t j Ul 1 JW l\J Wi 1 JJ1ULC111 L QJJIUU^O X o 


Con Mo 


225856 




T.TR^I 66-044-P1 -KT -Al 7 


Method 


BLASTX 


NCBI GI 


g2558938 


DT ACT cr-nro 




TT TT3 1 IIO 

Hj ValUc 




LYIaLUn X tiny LI 1 


/ D 




61 




f D. TPO 9 4 6 9 R \ arm ronoat* oon+"a "i n i no nrnfei n 
\nru6iO£J| a. i. ill x cpca i_ uuiiuaxiixiiy piULciii 


Q&o Kio 
o c ^ • LN w ■ 


225857 


Con T n 


T TR^l 66-044-P1-K1-A9 

JjlD Jl UU \J 4 4 IT X i\X rtt. 


Method 


BLASTX 


NCBI GI 


g3668089 


DT 7\ C "T cfnrD 


"34 4 

_> 4 4 


TT 1 TT 1 1 

Ej VdlUc 






196 
X ^ o 






KT T^) "T" T"~\ v+ i 4— -i /^v 

wldi uescj-ipuion 


\t\\*>\j\J Q oo f ) unKnown protein [HiaDiuopoib 




225858 




T TR^I 66 — 044— P1 — Kl — A*} 
LluJlOO U44 ITX i\X r\0 


Method 


BLASTX 


NCBI GI 


g4455192 


DT ACT 1 eprirp 


4 Qfi 


Ej VdXLie 




riattn lenycfi 


1 9 Q 

X ^ 


^ 1UC 1 1 L -L L _y 




KTOP. T Ho ofT-n r\+- i on 
INLvDX UcoLI L1UI1 


^ZiT 0^ ^ 4 A fl \ ni Thai" i tto nrnfoi it TZiyaHi Hoo q t q 

\nLU J J4 4U j kyLLL.ClL.XVc; piULC±ll [nlaUlUU^SlS 


Cprr Mn 

O ~ • l>i \J m 


225859 


_occj_« j. u _ ^ _ 


T.TR^I fifi-D4 4 -PI -Kl -A4 

LlDjlUU _VJ,*i.*l„ Jl — i\X- rt*4 - ... - - — 






NCBI GI 


g2146731 


BLAST score 


572 


E value 




riac.cn lcncjt.Il 


i 

1^ j 


iS ILltrilL lty 


9Q 


MfRT Plflcrri o+" i on 
LNV^OX UCOC-Il^LlUIl 


TKSnfi— Hi nHi no nrrii"Pi n — Ar^hi Hoocii c; t"Vifll ■ 
c a. j u u uxiiLiXiiy piULcin niauiuupoxo LllClX- 




(JIAQA^^'S r-o-FI f Zlrah-i Hnnci q f Kol -i anal 


Sea No 


225860 


Seq. ID 


LIB3166-04 4-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g3.367578 


BLAST score 


214 


E value 


3.0e-17 


Match length 


75 


% identity 


53 



32166 



NCBI Description 



(AL031135) protein kinase - like protein [Arabidopsis 
thaliana] 



Seq. No. 


225861 


Seq. ID 


LIB31 66-04 4-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3668089 


BLAST score 


271 


E value 


5.0e-24 


Match length 


83 


% identity 


60 


NCBI Description 


(AC004 667) unknown Drotein fArabidoDsis thaliana 1 


Seq. No. 


225862 


Seq. ID 


LIB3166-044-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


al362008 


BLAST score 


340 


E value 


5 . Ob- 32 


Match length 


104 


% identity 


15 


NCBI Description 


ubiouitin— like Drotein 12 — Arabidoosis thai i ana 


Seq. No. 


225863 ' 


Seq. ID 


LIB3166-04 4-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


a3063448 


BLAST score 


368 


E value 


3 0e-35 


Match length 


130 


% identity 


85 


NCBI Description 


(AC003981) F22O13.10 [Arabidopsis thaliana] 


Seq.. No. 


225864 


Seq. ID 


LIB3166-04 4-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3766368 


BLAST score 


220 


E value 


6.0e-18 t 


Match length 


106 


% identity 


47 " " 


NCBI Description 


(AL031907) Dutative trascriotion fart~r>r err A — aqcsnri al-faH 




factor homolog [Schizosaccharomyces pombe] 


Seq. No. 


225865 


Seq. ID 


LIB3166-04 4-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g2129578 


BLAST score 


569 


E value 


7.0e-59 


Match length 


117 


% identity 


91 



NCBI Description dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 

thaliana >gi_928932_emb_CAA89205_ (Z49239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 

>gi_1585435_prf 2124427B diamide resistance gene 

[Arabidopsis thaliana] 



32167 



Seq. No. 


225866 - - 


Seq. ID 


LIB3166-044-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


gl565225 


BLAST score 


284 


E value 


2 . Oe-25 


Match length 


62 


% identity 


84 


NCBI Description 


(X95572) salt-tolerance protein [Arabidopsis thaliana] 


Seq. No. 


225867 


Seq. ID 


LIB3166-04 4-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3023858 


BLAST score 


637 


E value 


8.0e-67 


Match length 


127 


% identity 


47 


NCBI Description 


GUANINE NUCLEOT I DE-BINDING PROTEIN BETA SUBUNIT-LIKE 




PROTEIN >gi 1256608 (U44850) G protein beta subunit 




[Glycine max] 


Seq. No. 


225868 . „■ 


Seq. ID 


LIB3166-04 4-P1-K1-C10 


Method 


BLASTX 


NCBI.. GI 


g3201554 


BLAST score 


535 


E value 


1.0e-56 


Match length 


126 


% identity 


80 


NCBI Description 


(AJ006501) beta-D-glucosidase [Tropaeolum majus] 


Seq. No. 


225869 


Seq. ID 


LIB3166-044-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


gl545805 


BLAST score 


251 


E value 


3.0e-23 


Ma tctv _1 eng t h__ 


95_ _ . _ „ 


% identity 


62 


NCBI Description 


(D64052) cytochrome P450 like TBP [Nicotiana tabacum] 


Seq. No. 


225870 


Seq. ID 


LIB3166-044-P1-K1-C12 


Method 


. BLASTX 


NCBI GI 


gl362103 


BLAST score 


150 


E value 


3.0e-10 


Match length 


42 


% identity 


67 


NCBI Description 


ubiquitin conjugating enzyme - tomato 




>gi_886679_emb_CAA58111_ (X82938) ubiquitin conjugatin 




enzyme [Lycopersicon esculentum] 


Seq. No. 


225871 


Seq. ID 


LIB3166-044-P1-K1-C2 



32168 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g3033400 
.242 
2.0e-20 
81 
56 

(AC004238) 
thaliana] 



putative Ser/Thr protein kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225872 

LIB3166-04 4-P1-K1-C3 

BLASTX 

g3043656 

239 

4.0e-20 

86 

52 

(AB011138) KIAA0566 protein [Homo sapiens] 



Qpn No 


225873 


Seq. ID 


LIB3166-04 4-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


gl657948 


BLAST score 


501 


E value 


7.0e-51 


Match length 


119 


% identity 


83 


NCBI Description 


"(U734 66) MipC [Mesembryanthemum crystallinuiti 


Seq. No. 


225874 


Seq. ID 


LIB3166-044-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3901012 


BLAST score 


322 


E value 


6.0e-30 


Match length 


88 


% identity 


68 


NCBI Description 


(AJ130885) xyloglucan endotransglycosylase 1 




sylvatica] 


Seq. No. 


225875 


Seq. ID 


LIB3166-044-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g2833388 


BLAST score 


455 


E value 


2.0e-45 


Match length 


126 


% identity 


71 



NCBI Description GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_629660_pir S43341 ADPglucose — starch 

glucosyltransferase {EC 2.4.1.21) precursor - cassava 
>gi_437042_emb_CAA52273_ (X74160) starch (bacterial 
glycogen) synthase [Manihot esculenta] 



Seq. No. 225876 

Seq. ID LIB3166-044-P1-K1-D4 

Method BLASTX 



32169 



NCBI GI 


gl619321 




BLAST score 


378 




E value 


2.0e-36 




Match lencrth 


123 




% identity 


57 




NCBI Description 


(Y07563) hinl [Nicotiana tabacum] 


Seq. No. 


225877 




Seq. ID 


LIB3166-044 


-P1-K1-D7 


Method 


BLASTX 




NCBI GI 


g4538911 




BLAST score 


227 




E value 


3.0e-19 




Match length 


61 




% identity 


79 




NCBI Description 


(AL049482) 


hypothetical protein [Arabidopsis thali 


Seq. No. 


225878 




Seq. ID 


LIB3166-04 4 


-Pl-Kl-El 


Method 


BLASTX 




NCBI GI 


g3901012 




BLAST score 


506 




E value 


2. Oe-51 




Match length 


123 




% identity 


71 




NCBI Description 


(AJ130885) 


xyloglucan endotransglycosylase 1 [Fagu 




sylvatica] 




.Seq. No. 


225879 




Seq. ID 


LIB3166-044 


-P1-K1-E12 


Method 


BLASTX 




NCBI GI 


gl69363 




BLAST score 


218 




E value 


6.0e-18 




Match length 


43 




% identity 


81 




NCBI Description 


(M75856) PVPR3 [Phaseolus vulgaris] 


Seq. No. 


225880 




Seq. ID 


LIB3166-044 


-P1-K1-E2 _ _ 


Method 


BLASTX 




NCBI GI 


g2982459 




BLAST score 


187 




E value 


4.0e-14 




Match length 


60 




% identity 


67 




NCBI Description 


(AL022223) 


putative protein [Arabidopsis thaliana] 


Seq. No. 


225881 




Seq. ID 


LIB3166-044 


-P1-K1-E4 


Method 


BLASTX 




NCBI GI 


g2632252 




BLAST score 


433 




E value 


6.0e-43 




Match length 


119 




% identity 


68 




NCBI Description 


(Y12464) serine/threonine kinase [Sorghum- bicolor] 



32170 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225882 

LIB3166-04 4-P1-K1-E6 

BLASTX 

gll74622 

332 

4.0e-31 

118 

49 

T-COMPLEX PROTEIN 1, THETA SUBUNIT (TCP-1-THETA) 

(CCT-THETA) >gi_10784 08_pir S56779 t-complex protein 1 

homolog YJL008c - yeast (Saccharomyces ce'revisiae) 
>gi_1006721_emb_CAA89300_ (Z49284) ORF YJL008c 
[Saccharomyces cerevisiae] 



Seq. No. 
Seq. ID 
Method 

mpo t n T 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225883 

LIB3166-044-P1-K1-E7 
BLASTX 

341 

4 .Oe-32 

102 

74 

(AC006200) putative aldolase [Arabidopsis thaliana] 



Seq. No." 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225884 

LIB3166-04 4-P1-K1-E8 

BLASTX 

g2414650 

351 

2.0e-33 

107 

63 

(Z99296) 60s ribosomal protein L32 [Schizosaccharomyces 
pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225885 

LIB3166-044-P1-K1-E9 
BLASTX 

g2924784 . _ _ . . _ 

4 05 

1.0e-39 

127 

30 

(AC002334) similar to jasmonate inducible protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match ' length 

% identity 

NCBI Description 



225886 

LIB3166-044-P1-K1-F10 

BLASTX 

g3775985 

478 

3.0e-48 

114 

82 

(AJ010456) RNA helicase [Arabidopsis thaliana] 



32171 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225887 

LIB3166-044-P1-K1-F12 

BLASTX 

g4204575 

383 

5.0e-37 

113 

65 

(AF098510) cytochrome b5 DIF-F [Petunia x hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225888 

LIB3166-044-P1-K1-F2 

BLASTX 

g3913047 

206 

4 .Oe-35 

116 

66 

FLORAL -HOMEOTIC 
>gi_1076477_pir 



PROTEIN APETALA1 (MADS 
S52236 Saapl protein - 



■ white mustard 



>gi_609253_emb_CAA57233_ (X814 80) Saapl [Sinapis alba] 
225889 

LIB31 66-044 -P1-K1-F3 

BLASTX 

g728744 

442 

6.0e-44 

127 

72 

AUXIN-INDUCED PROTEIN PCNT115 >gi_100305_pir S16390 

auxin-induced protein - common tobacco 

>gi_197 99_emb_CAA397 08_ (X56267) auxin-induced protein 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225890 

LIB3166-044-P1-K1-F4 

BLASTX 

g2282586 

339 _ _ . . . 

7.0e-32 ~ 

105 

65 

(U82011) methyltransferase [Prunus armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225891 

LIB3166-04 4-P1-K1-F9 

BLASTX 

g3702327 

177 

6.0e-13 

97 

47 

(AC005397) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



225892 

LIB3166-044-P1-K1-G10 



32172 





Method 


BLASTX 




NCBI GI 


g3885338 




BLAST score 


228 




E value 


7 . Oe-19 




Match length 


107 




% identity 


40 




NCBI Description 


(AC005623) unknown protein [Arabidopsis thaliana] 




Seq. No. 


225893 




Seq. ID 


LIB31 66-04 4-P1-K1-G11 




Method 


BLASTX 




NCBI GI 


g4335720 




BLAST score 


289 




E value 


5.0e-26 




Match length 


121 




% identity 


43 




NCBI Description 


(AC006248) putative reverse transcriptase Tal-1 






[Arabidopsis thaliana] 


w 


Seq. No. 


225894 




Seq. ID 


LIB3166-044-P1-K1-G12 


m 


Method 


BLASTX 




NCBI GI 


g4454026 




BLAST score 


315 




E value 


4 . Oe-29 




Match length 


110 


Ms 


% identity 


58 


y 3 


NCBI Description 


t (AL035394) phosphatase like protein [Arabidopsis thaliana] 


r . 


Seq. No. 


225895 




Seq. ID 


LIB31 66-04 4-P1-K1-G2 


D 


Method 


BLASTX 


: g 


NCBI GI 


g4115373 


Q 


BLAST score 


169 


j i 


E value 


6.0e-12 


j H 


Match length 


129 




% identity " 


6 




NCBI Description 


(AC005967) receptor-like protein kinase [Arabidopsis 






thaliana] 




Seq. No. ~ 


225896 " 




Seq. ID 


LIB31 66-04 4-P1-K1-G5 




Method 


BLASTX 




NCBI GI 


g4538913 




BLAST score 


381 




E value 


8.0e-37 




Match length 


94 




% identity 


78 




NCBI Description 


(AL049482) putative protein [Arabidopsis thaliana] 




Seq. No. 


225897 




Seq. ID 


LIB3166-044-P1-K1-G6 




Method 


BLASTX 




NCBI GI 


gl66878 




BLAST score 


178 




E value 


5.0e-13 




Match length 


100 



32173 



% identity 

NCBI Description 



23 

(M95796) Stl2p protein [Arabidopsis thaliana] 



Seq. No. 


225898 


Seq. ID 


LIB3166-04 4-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2505874 


BLAST score 


561 


E value 


6.0e-58 


Match length 


118 


% identity 


90 


NCBI Description 


(Y12776) putative kinase [Arabidopsis thaliana] 


Seq. No. 


22589.9 


Seq. ID 


LIB3166-044-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2078350 


BLAST score 


571 


E value 


4 .Oe-59 


Match length 


127 


% identity 


90 


NCBI Description 


(U95923) transaldolase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score " 

E value 

Match length 

% identity 

NCBI Description 



225900 

LIB3166-044-P1-K1-H1 

BLASTX 

g3024654 

543 

8.0e-56 

129 

82 

HOMEOBOX PROTEIN SHOOTMERISTEMLESS >gi_2129615_pir S68456 

homeotic protein shootmeristemless - Arabidopsis thaliana 
>gi_1167916 (U32344) class I knotted-like homeodomain 
containing protein; Method: conceptual translation 
supplied by author [Arabidopsis thaliana] 

>gi_158 6022_prf 2202329A homeo domain protein [Arabidopsis 

thaliana] 



Seq.~ No 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225901 - 

LIB3166-044-P1-K1-H10 

BLASTX 

g3355468 

313 

2.0e-30 

93 

83 

(AC004218) 
thaliana] 



putative ribosomal protein L35 [Arabidopsis 



Seq. No. 225902 

Seq. ID. LIB3166-044-P1-K1-H11 

Method BLASTX 

NCBI GI gl5192.41 

BLAST score 205 

E value 3.0e-25 

Match length 80 



32174 , 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq." No. ^ 
Seq. ID 
Method 

NCBI. GI . ~ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 

(U65890) 10 kDa chaperonin [Brassica napus] 
225903 

LIB3166-044-P1-K1-H12 

BLASTX 

g3046696 

421 

2.0e-41 

106 

72 

(AL022224) CTP synthase like protein [Arabidopsis thaliana] 
225904 

LIB3166-04 4-P1-K1-H3 

BLASTX 

g4510422 

170 

4 . 0e-12 

73 

42 

(AC006929) putative zinc-finger protein [Arabidopsis 
thaliana] 

225905 

LIB3166-04 4-P1-K1-H4 

BLASTX 

g2827559 

196 

4.0e-15 

59 

66 

(AL021635) predicted protein [Arabidopsis thaliana] 
>gi_3292808_emb_CAA19798_ (AL031018) putative protein 
[Arabidopsis thaliana] 

225906 

LIB31 66-04 4-P1-K1-H8 
BLASTX 

g3914359 1' ^ .. . _ _ . _ . . . . 

577 

8.0e-60 

127 

88 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_1928979 (U92656) phospholipase D [Vigna unguiculata] 



225907 

LIB3166-044-P1-K1-H9 

BLASTX 

g4567201 

545 

-5.0e-56 

127 

83 

(AC007168) putative aspartate 



aminotransferase [Arabidopsis 



32175 * 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225908 

LIB3166-045-P1-K1-A1 

BLASTX 

gl420887 

147 

2.0e-09 

86 

35 

(U34334) non-specific lipid transfer-like protein 
[Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225909 

LIB3166-045-P1-K1-A2 

BLASTX 

g2829880 

454 

I . 0e-50 

120 

86 

(AC002396) glucose-6-phosphate 1-dehydrogenase [Arabidops 
thaliana] 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E_ value 

Match length 

% identity 

NCBI Description 



225910 

LIB3166-045-P1-K1-A8 

BLASTX 

g3510262 

134 

4.0e-15 

58 

69 

(AC005310) NAM like protein [Arabidopsis thaliana] 



225911 

LIB3166-045-P1-K1-B1 

BLASTX 

gl076627 

428 

2.0e-42 

85 
98 

inorganic pyrophosphatase (EC 3.6, 
>gi_790479_emb_CAA58701_ (X83730) 
[Nicotiana tabacum] 



1.1) - common tobacco 
inorganic pyrophosphata 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225912 

LIB3166-045-P1-K1-B12 

BLASTX 

g729470 

443 

4.0e-44 

111 " • 

77 

MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 
(NAD-DEPENDENT FORMATE DEHYDROGENASE) (FDH) 
>gi_542089_pir JQ2272 formate dehydrogenase 



(EC 1.2.1.2) 



32176 



precursor, mitochondrial - potato >gi_297798_emb_CAA79702 
(Z21493) mitochondrial formate dehydrogenase precursor 
[Solanum tuberosum] 



Seq. No. 


225913 


Seq. ID 


LIB3166-045-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2244841 


BLAST score 


174 


E value 


1.0e-12 


Match length 


119 


% identity 


42 


NCBI Description 


(Z97337) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


225914 


Seq. ID 


LIB31 66-04 5-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3434973 


BLAS t score 


235 


E value 


9.0e-20 


Matrh lpnath 


85 


% identity 


60 


NCBI Description 


(AB.008.106) ethylene responsive, element binding factor 




[Arabidopsis thaliana] 


Seq. No. 


225915 


Seq. ID 


LIB3166-04 5-P1-K1-B5 


Mpt hod 


BLASTX 


NCBI GI 


g2982303 


BLAST score 


216 


E value 


4.0e-33 


Match length 


122 


% identity 


59 


NCBI Description 


(AF051236) hypothetical protein [Picea mariana] 


Seq. No. 


225916 


Seq. ID 


LIB3166-04 5-PlrKl-B8 


Method 


BLASTX 


NCBI GI 


g3334323 


BLAST. score 


.512 . 


E value 


3.0e-52 


Match length 


124 


% identity 


83 



NCBI Description GTP-BINDING PROTEIN SAR1A >gi_1314860 (U56929) Sari homol 

[Arabidopsis thaliana] >gi_2104532_gb_AAC78700 . 1_ 
(AF001308) SARl/GTP-binding secretory factor [Arabidopsis 
thaliana] >gi_2104550 (AF001535) AGAA.4 [Arabidopsis 
thaliana] 



Seq. No. 225917 

Seq. ID LIB3166-045-P1-K1-C1 

Method BLASTX 

NCBI GI ■ g2511693 

BLAST score 300 

E value 1.0e-29 

Match length 95 

% identity 72 



32177 



NCBI Description 



(Z99954) cysteine proteinase precursor [Phaseolus vulgaris] 



Seq. No. 


225918 


Seq. ID 


LIB3166-04 5-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g3033400 


BLAST score 


206 


E value 


2. Oe-16 


Match length 


93 


% identity 


48 


NCBI Description 


(AC004238) putative Ser/Thr protein kinase [Arabidopsis 




thaliana] 


Seq. No. 


225919 


Seq. ID 


LIB31 66-04 5-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


gl076758 


BLAST score 


310 


E value 


2 . Ge— 2 8 


Match length 


74 


% i rfpnt* i t v 

O .J- vi v 11 L «L l~ Y 


89 


NCBI Description 


heat— shock protein precursor — rye >gi 2130093 pir S65" 




heat— shock protein, 82K, precursor — rye 




>gi 556673 emb CAA82945 (Z30243) heat-shock protein 




[ Secale cereale] 


Seq. No. 


225920 


Seq. ID 


LIB31 66-04 5-P1-K1-C3 


Method 


BLASTX.. 


NCBI GI 


g4454015 ' ' 


BLAST score 


455 


E value 


2.0e-45 


Match length 


121 


% identity 


39 


NCBI Description 


(AL035396) putative protein [Arabidopsis thaliana] 


Seq. No. 


225921 


Seq. ID 


LIB31 66-04 5-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


gl00_196 


BLAST score 


184 


E value 


3.0e-25 


Match length 


97 


% identity 


67 


NCBI Description 


chlorophyll a/b-binding protein (cab-11) - tomato 


Seq. No. 


225922 


Seq. ID 


LIB3166-045-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g3738257 


BLAST score 


303 


E value 


1.0e-27 


Match length 


65 " 


% identity 


92 


NCBI Description 


(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 




nigra] 



32178 



Seq. No. 

Seq*. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



22592.3 

LIB3166-045-P1-K1-D3 

BLASTX 

gll36298 

145 

4 ,0e-09 

32 

84 

(D61377) WIPK [Nicotiana tabacum] 
225924 

LIB3166-045-P1-K1-D4 

BLASTX 

g2459429 

448 

1.0e-44 

113 

73 

(ACGG2332) unknown protein [Arabidopsis thai i ana J 
225925 

LIB3166-045-P1-K1-D5 

BLASTX 

g3176707 

165- 

2.0e-ll 

54 

57 

(AC002392) putative proline-rich protein APG [Arabidopsis 
thaliana] 

225926 

LIB3166-04 5-P1-K1-D7 

BLASTX 

g3063471 

309 

2.0e-28 

87 

64 

(AC003981) F22013.33. [Arabidopsis thaliana] - 

225927 

LIB3166-045-P1-K1-E10 

BLASTX 

gl22006 

246 

5.0e-21 

73 

67 

HISTONE H2A >gi_81906_pir JQ1183 histone H2A - garden pea 

225928 

LIB3166-045-P1-K1-E2 

BLASTX 

g3550454 

352 

1.0e-33 



32179 



95 
76 

(AF085820) alcohol dehydrogenase A [Gossypium barbadense] 
>gi_3550458 (AF085821) alcohol dehydrogenase A [Gossypium 
barbadense] >gi_3551965 (AF0850*64) alcohol dehydrogenase A 
[Gossypium hirsutum] >gi_3551967 (AF085065) alcohol 
dehydrogenase A [Gossypium hirsutum] >gi_3551971 (AF085067) 
alcohol dehydrogenase A [Gossypium hirsutum] >gi_3551975 
(AF085069) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_3551977 (AF085070) alcohol dehydrogenase A [Gossypium 
hirsutum] >gi_4140594 '(AF090146) alcohol dehydrogenase A 
[Gossypium hirsutum] >gi_4140604 (AF090151) alcohol 
dehydrogenase A [Gossypium hirsutum] >gi_4140606 (AF090152) 
alcohol dehydrogenase A [Gossypium hirsutum] >gi_4140608 
(AF090153) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_4 140610 (AF090154) alcohol dehydrogenase A [Gossypium 
hirsutum] 



Seq. No. 


2 / S 9 

fa> b *J mf b «✓ 


Seq. ID 


LIB3166-045-P1-K1-E5 


Mpt hod 


RT.A^TX 


NCBI GI 


g3355480 


BLAST score 


301 


E value,. 


«;.-2.0e-27 


Match length 


86 


% identitv 


65 


NCBI DescriDtion 


(AC0042181 Mediraao nodnlin Nf?1— 1 i nrol-pin rzirphi Hnnc-i 




fhal i anal 

L-llCl-l-_LCl.ll.Cl J 


Sea No 


225930 

c- c— *J Zs ^) \J 


Seq. ID 


LTR31 6fi-D4S-P1-K1-Ffi 


Method 


BLASTX 


NCBI GI 


g3128215 


BLAST score 


183 


E value 


1.0e-13 


Match length 


89 


% identity 


4 9 


NCBI Description 


(AC004077) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


225931 _ _ . _ 


Seq. ID 


LIB3166-04 5-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2244749 


BLAST score 


160 


E value 


2.0e-14 


Match length 


98 


% identity 


51 


NCBI Description 


(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 


Seq. No. 


225932 


Seq. ID 


LIB3166-045-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3047065 


BLAST score 


214 


E value 


2.0e-17 


Match length 


72 


% identity 


58 



Match length 

% identity 

NCBI Description 



32180 



NCBI Description 



(AF058825) contains similarity to human OS-9 precurosor 
(GB:U41635) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 

T-i n 

£j vaiuc 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq; No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225933 

LIB3166-045-P1-K1-F11 " 

BLASTX 

g3694872 

409 

4 .0e-40 

87 

86 

(AF092547) profilin [Ricinus communis] 
225934 

LIB31 66-04 5-P1-K1-F3 

BLASTX 

g2119353 

241 

97 
31 

calmodulin - moss ( Physcomitrella patens) 
225935 

LIB31 66-04 5-P1-K1-F4 
BLASTX • 
g836954 ' 
463 

2.0e-4 6 

122 

66 

(U20948) receptor protein kinase [Ipomoea trifida] 
225936 

LIB3166-04 5-P1-K1-F5 

BLASTX 

g2129578 

475 

7.0e-48 

106 

'84 

dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 
thaliana >gi_928932_emb_CAA89205_ (Z49239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 

>gi_1585435_prf 2124427B diamide resistance gene 

[Arabidopsis thaliana] 

225937 

LIB3166-045-P1-K1-F7 

BLASTX 

g3033400 

200 

9.0e-16 

66 

59 

(AC004238) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



32181 



Seq. No. 


225938 


Seq. ID 


LIB3166-045-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g3395436 


BLAST score 


232 


E value 


2.0e-19 


Match length 


90 


% identity 


49 


NCBI Description 


(AC004 683) unknown protein [Arabidopsis thaliana] 


Seq. No. 


225939 


Seq. ID 


LIB3166-04 5-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g4417286 


BLAST score 


346 


E value 


9.0e-33 


Match length 


120 


O J _] J_ J J 


/TO 


NCBI Description 


(AC007019) putative shikimate kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 



225940 

LIB3166-045-P1-K1-G3 

BLASTX 

g2462077 

172 

2.0e-12 

121 

31 

(Y11871) Oxal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI D esc ription 



225941 

LIB3166-04 5-P1-K1-G4 

BLASTX 

gl220196 

555 

3.0e-57 

117 

89 

(U49P61) __al coh_ol de hydrogenas e 2a fGossypium .hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225942 

LIB3166-04 5-P1-K1-G6 

BLASTX 

g2104446 

137 

1.0e-16 

62 

66 

(Z95396) WD-repeat protein [Schizosaccharomyces pombe] 



Seq. No. 225943 

Seq. ID LIB3166-045-P1-K1-G8 

Method BLASTX 

NCBI GI g4062934 

BLAST score 600 

E value 2.0e-62 



32182 



Match length 


"121 




% identity 


90 




NCBI Description 


(D88272) formate dehydrogenase 


[Hordeum vulgare] 


Seq. No. 


225944 




Seq. ID 


LIB31 66-04 5-P1-K1-H1 




Method 


BLASTX 




NCBI GI 


gl220196 




BLAST score 


527 




E value 


6.0e-54 




Match length 


114 




% identity 


88 




NCBI Description 


(U49061) alcohol dehydrogenase 


2a [Gossypium hirsutum] 


Seq. No. 


225945 




Seq. ID 


LIB3166-045-P1-K1-H12 




Method 


BLASTX 




NCBI GI 


g2244847 




BLAST score 


351 




E value 


2.0e-33 




Match length 


122 




% identity 


'57 




NCBI Description 


(Z97337) hydroxyproline-rich glycoprotein homolog 




r Qrahi H cm™* Q"i q f ha 1 "ianal 
LrtiaJjiuupoxo i_iia.JLJ.clIi.cLJ 




Seq. No. 


225946 




Seq. ID 


LIB3166-045-P1-K1-H2 




Method 


BLASTX ' 




NCBI' GI 


g441457 




BLAST score 


530 




E value 


3.0e-54 




Match length 


99 




% identity 


98 




NCBI Description 


(X73419) ubiquitin conjugating 


enzyme E2 [Lycopersicon 




esculentum] 




Seq.. No. 


225947 




Seq. ID 


LIB3166-045-P1-K1-H3 




Method 


BLASTX 




NCBI, GI . 


g4490732 




BLAST score 


336 




E value 


1.0e-31 




Match length 


125 




% identity 


62 




NCBI Description 


(AL035709) phosphoenolpyruvate 


carboxykinase (ATP) -lik< 




protein [Arabidopsis thaliana] 




Seq. No. 


225948 




Seq. ID 


LIB3166-045-P1-K1-H8 




Method 


BLASTX 




NCBI GI 


g4193388 




BLAST score 


354 




E value 


1.0e-33 




Match length 


87 




% identity 


80 





NCBI Description (AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 



32183 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225949 

LIB3166-04 5-P1-K1-H9 

BLASTX 

g3913518 

343 

2.0e-32 

110 

66 

3 1 (2 ' ) , 5 ' -BIS PHOSPHATE NUCLEOTIDASE 

(3' (2' ) , 5-BISPHOSPHONUCLEOSIDE 3' ( 2 1 ) -PHOSPHOHYDROLASE) 
(DPNPASE) >gi_1103921 (U40433) 3 ' (2 ' ) ,5 * -bisphosphate 
nucleotidase [Arabidopsis thaliana] 



Seq. No. 


225950 


Seq. ID 


LIB31 66-04 6-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl353352 


BLAST score 


321 


E value 


9.0e-30 


Match length 


85 


% identity 


75 


NCBI Description 


(U31975) alanine aminotransferase [Chlamydoiuonas 




reinhardtii] 


Seq . No . 


225951 


Seq. ID 


LIB3166-04 6-P1-K1-A5 


Method 


BLASTX ' 


NCBI GI 


gl200256 


BLAST score 


423 


E value 


9 . Oe-42 


Match length 


106 


% identity 


74 


NCBI Description 


(X90990) stpkl protein kinase [Solanum tuberosum] 


Seq. No. 


225952 


Seq.. ID 


LIB3166-046-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g4204300 


BLAST score 


163 


E value 


3.0e-ll 


Match length 


61 


% identity 


57 


NCBI Description 


(AC003027) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


225953 


Seq. ID 


LIB3166-04 6-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g4049346 


BLAST score 


266 


E value 


2.0e-23 


Match length 


112 


% identity 


46 


NCBI Description 


(AL034567) putative protein [Arabidopsis thaliana] 


Seq. No. 


225954 


Seq. ID 


LIB3166-04 6-P1-K1-B2 



32184 



Method * 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g543711 

157 

l.Oe-IO 

77 

58 

14-3-3-LIKE PROTEIN S94 >gi_4 197 96_pir S30927 14-3-3 

protein homolog - rice >gi_303859_dbj_BAA03711_ (D16140) 
brain specific protein [Oryza sativa] 

225955 

LIB3166-04 6-P1-K1-B4 

BLASTX 

gl.523800 

451 

5.0e-45 

110 

77 

(Y07694) MAP kinase kinase alpha protein kinase 
[Arabidopsis thaliana] 

225956 

LIB31 66-04 6-P1-K1-B5 

BLASTX 

gl711512 

605 

4.0e-63 * . 

128 

91 

SIGNAL RECOGNITION PARTICLE 54 KD PROTEIN 2 (SRP54) 

>gi_107 6577_pir S51598 signal recognition particle 54K 

protein - tomato (cv. UC82-B) >gi_556902_emb_CAA84288_ 
(Z34527) 54-kD signal recognition particle (SRP) specific 
protein [Lycopersicon esculentum] 

225957 

LIB31 66-04 6-P1-K1-C1 

BLASTX 

g3318611 

205 - ----- - 

3,0e.-16 

94 

50 

(AB016063) mitochondrial phosphate transporter [Glycine 
max] 

225958 

LIB3166-04 6-P1-K1-C12 

BLASTX 

g4468813 

287 

8.0e-26 

119 

43 

(AL035601) putative protein [Arabidopsis thaliana] 



Seq. No. 



225959 



32185 



Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



LIB3166-04 6-P1-K1-D1 
BLASTX 

g4490297 „ 
253 

8.0e-22 

119 

43 

(AL035678) putative protein [Arabidopsis thaliana] 
225960 

LIB3166-04 6-P1-K1-D10 

BLASTX 

gll5492 

456 r 

1.0e-45 

89 

51 

CALMODULIN-RELATED PROTEIN >gi_169205 (M80831) 
calmodulin-related protein [Petunia hybrida] 

225961 

LIB3166-04 6-P1-K1-D2 
BLASTX J ' 
gl617272 
4 62 

2.0e-46 

127 

71 

(Z72151) AMP-binding protein [Brassica napus] 
225962 

LIB3166-04 6-P1-K1-D3 

BLASTX 

g3901012 

247 

9.0e-44 

101 - 

79- 

(AJ130885) xyloglucan endotransglycosylase 1 [Fagus 
sylvatica] - - - - •• 

225963 

LIB3166-04 6-P1-K1-D7 

BLASTX 

gl931647 

148 

1.0e-15 

54 

81 

(U95973) endomembrane protein EMP70 precusor isolog 
[Arabidopsis thaliana] 

225964 

LIB31 66-04 6-P1-K1-D9 

BLASTX 

g3063396 

462 



32186 



E value 


2.0e-46 


Match length 


107 


% identity 


81 


NCBI Description 


(AB012947) vcCyP [Vicia faba] 


Seq. No. 


225965 


Seq. ID 


LIB3166-04 6-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g424 9385 


BLAST score 


522 


E value 


2.0e-53 


Match length 


106 


% identity 


89 


NCBI Description 


(AC005966) T2K10.11 [Arabidopsis thaliana 


Seq. No. 


225966 


Seq. ID 


LIB3166-04 6-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2 695711 


BLAST score 


200 


E value 


1.0e-15 


Match length 


77 


% identity 


56 


NCBI Description 


(AJ001370;).. cytochome b5 [Olea europaea] 


Seq. No. 


225967 


Seq. ID 


LIB3166-04 6-P1-K1-E5 


Method 


BLASTX *• 


NCBI GI 


g2440044 


BLAST score 


328 


E value 


7.0e-44 


Match length 


107 


% identity 


86 


NCBI Description 


(AJ001293) major intrinsic protein PIPB [i 




plantagineum] 


Seq. No. 


225968 


Seq. ID 


LIB3166-04 6-P1-K1-E6 


Method 


BLASTX 


NCBI GI _ 


gl 2 097 5 6 . 


BLAST score 


247 


E value 


1.0e-23 


Match length 


101 


% identity 


57 


NCBI Description 


(U43629) integral membrane protein [Beta - 


Seq. No. 


225969 


■Seq. ID 


LIB3166-04 6-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g3757514 


BLAST score 


378 


E value 


1.0e-36 


Match length 


74 


% identity 


95 


NCBI Description 


(AC005167)' : *putative plasma membrane intrii 



[Arabidopsis thaliana] 



32187 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225970 

LIB3166-04 6-P1-K1-E9 

BLASTX 

gl706323 

318 

2.0e-29 

106 

58 

ORNITHINE DECARBOXYLASE 
ornithine decarboxylase 
>gi_8 7 1 0 0 8_emb_CAA6 1 1 2 1_ 
[Datura stramonium] 



(ODC) >gi_2118242_pir S64704 

(EC 4.1.1.17) - jimsonweed 
(X87847) ornithine decarboxylase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 

BLAST score - ~ 
E value 
Match length 
% identity 
NCBI Description 



225971 

LIB3166-04 6-P1-K1-F1 

BLASTX 

g3522939 

276 

2.0e-24 

79 

65 

(AC004411) putative squamosa-promoter binding "protein 
[Arabidopsis thaliana] 

225972 

LIB31 66-04 6-P1-K1-F10 

BLASTX 

g4104242 

197 

2.0e-17 

68 
71 

(AF034266) palmitoyl-acyl carrier protein thioesterase 
[Gossypium hirsutum] 

225973 

LIB3166-046-P1-K1-F12 - 

BLASTX 

gl669341 

-334- - , . ^ - - - - .. 

3.0e-31 

127 

52 

(D45066) AOBP (ascorbate oxidase promoter-binding protein) 
[Cucurbit a maxima] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225974 . 

LIB3166-04 6-P1-K1-F5 

BLASTX 

g4103324 

316 

3.0e-29 

67 

96 

(AF022716) GDP-mannose pyrophosphorylase [Solanum 
tuberosum] 



32188 



Seq. No. 

Seq. ID 

Method 

NCBI GI* 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225975 

LIB3166-04 6-P1-K1-F6 

BLASTX 

g730583 

235 

1.0e-19 

62 

74 

60S ACIDIC RIBOSOMAL PROTEIN P2 >gi_551267_emb_CAA5504 7_ 
(X78213) 60s acidic ribosomal protein P2 [Parthenium 
argentatum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225976 

LIB31 66-04 6-P1-K1-G10 

BLASTX 

g3258569 

412 

2.0e-40 

104 

82 

(U89959) Similar to yeast general negative regulator of 
transcription subunit 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225977 

LIB3166-046-P1-K1-G12 

BLASTX 

g3914435 

164 

1.0e-14 

63 

68 

PROFILIN 1 >gi_3021375_emb_CAA11756_ (AJ223982) profilin 
[Glycine max] 



Seq. No. 


225978 


Seq. ID 


LIB3166-04 6-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g486784 


BLAST score 


305 


E value 


6.0e-28 


Match length 


126 


% identity 


50 


NCBI Description 


Golgi-associated particle 102K chain - human 


Seq. No. 


225979 


Seq. ID 


LIB3166-04 6-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g4220537 


BLAST score 


250 


E value 


2.0e-21 


Match length 


70 


% identity 


67. 


NCBI Description 


(AL035356) PsRT17-l like protein [Arabidopsis 


Seq. No. 


225980 


Seq. ID 


LIB3166-04 6-P1-K1-G6 


Method 


BLASTX 



32189 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl710530 
571 

4.0e-59 

115 

87 

60S RIBOSOMAL PROTEIN L27A >gi_2129719_pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>gi_1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225981 

LIB3166-04 6-P1-K1-G7 

BLASTX 

gl235559 

216 

2.0e-17 

113 

43 

(X36639) responsible for hereditary multiple exotosis [Mus 
musculus] 



Seq. No. 

Seq. ID 

Method 

NCBl' GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225982 

LIB3166-04 6-P1-K1-H1 
BLASTX 

g3747050 - 
425 

6.0e-42 

106 

78 

(AF093540) ribosomal protein L26 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCB I Description. 



225983 

LIB3166-04 6-P1-K1-H5 

BLASTX 

g3759184 

131 

2.0e-10 

128 

34 

(AB_018441)_ phi-1 [Ni.cotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225984 

LIB3166-04 6-P1-K1-H8 

BLASTX 

g3702328 

502 

4.0e-51 

115 

78 

(AC005397) putative cytochrome b5 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



225985 

LIB3166-04 6-P1-K1-H9 

BLASTX 

gl255951 

436 

3.0e-43 



32190 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



105 
76 

(X96932) PS60 [Nicotiana tabacum] 
225986 

LIB3166-047-P1-K1-A1 

BLASTX 

g2764941 

396 

1.0e-38 

100 

68 

(X98255) transcriptionally stimulated by gibberellins; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 



U 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq". No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225987 

LIB3166-047-P1-K1-A2 

BLASTX 

g3152603 

335 

2.0e-31 

128 

47 

(AC004482) unknown protein [Arabidopsis thaliana] -' 
2259.88 

LIB3166-047-P1-K1-A3 

BLASTX 

g3298502 

175 

1.0e-12 

113 

41 

(AB015046) xylulokinase [Homo sapiens] 
225989 

LIB3166-047-P1-K1-A5 
BLASTX 

g.4510375 . . . - - - - - - 

363 

1.0e-34 

114 

65 

(AC007017) putative homeotic protein BEL1 [Arabidopsis 
thaliana] 

225990 

LIB3166-047-P1-K1-A7 

BLASTX 

g3738288 

223 

3.0e-18 

104 

47 

(AC005309) auxin-responsive GH3-like protein [Arabidopsis 
thaliana] 



32191 



01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length, 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%_ identity _ 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



225991 

LIB3166-047-P1-K1-B1 

BLASTX 

gl946368 

173 

2.0e-12 

128 

37 

(U93215) unknown protein [Arabidopsis thaliana] 
225992 

LIB3166-047-P1-K1-B10 

BLASTX 

gl906830 

151 

3.0e-10 

77 
52 

(Y11829) heat shock protein [Arabidopsis thaliana] 
225993 

LIB3166-047-P1-K1-B12 

BLASTX 

gl709101 

242 

2.0e-20 

109 

48 

MRP PROTEIN H0M0L0G >gi_1001155_dbj_BAA102 97_ (D64001) put. 
ATPase [Synechocystis sp.] 

225994 

LIB3166-047-P1-K1-B2 

BLASTX 

g3892057 

471 

2.0e-47 
120 

38 _ ..... __ .... . . - . - - 

(AC002330) hypothetical protein [Arabidopsis thaliana] 
225995 

LIB3166-047-P1-K1-B3 

BLASTX 

g4309698 

183 

1.0e-13 

74 

47 

(AC006266) putative glucosyltransf erase [Arabidopsis 
thaliana] 

225996 

LIB3166-047-P1-K1-B4 

BLASTX 

g4455184 



32192 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



390 

7.0e-38 

124 

62 

(AL035521) extra-large G-protein-like [Arabidopsis 
thaliana] 

225997 

. LIB3166-04 7-P1-K1-B8 
BLASTX 
gl31399 
160 

8.0e-19 

90 

62 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 

TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277_pir S00411 

photosystem II 10K protein precursor - potato 
>gi_21489_emb_CAA28450_ (X04753) ST -LSI protein [Solanum 
tuberosum] 

225998 

LIB3166-047-P1-K1-C1 

BLASTX 

g731285 

164 V 

2.0e-ll 

109 

38 

HYPOTHETICAL 27.1 KD PROTEIN IN ACS1-GCV3 INTERGENIC REGION 

>gi_1077483_pir S51970 hypothetical protein YAL049c - 

yeast ( Saccharomyces cerevisiae) >gi_595535 (U12980) 
Yal04 9cp [Saccharomyces cerevisiae] 

225999 

LIB3166-047-P1-K1-C10 

BLASTX 

g3367632 

15 9 

.5.0e-ll - - . . . 

57 
42 

(AJ000539) 
thaliana] 



phosphatidylinositol synthase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226000 

LIB3166-047-P1-K1-C2 

BLASTX 

gll72664 

217 

1.0e-17 

47 

91 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_419791_pir S31165 photosystem I chain III precursor - 

Flaveria trinervia >gi_298482_bbs_127083 photosystem I 



32193 



reaction center subunit III, PSI-RC PsaF [Flaveria 
trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 

mph r .r*T 

LN«wO X O-L 

BLAST score 
E value 
Match length 
. % identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226001 

LIB3166-04 7-P1-K1-C3 

BLASTX 

gl076748 

219 

8.0e-18 

76 

28 

major intrinsic protein - rice >gi_440869_dbj_BAA04257_ 
(D17443) major intrinsic protein [Oryza sativa] 

226002 

LIB3166-047-P1-K1-C4 
BLASTX 

ft A r ft a 

y JO OOOO H. 

398 

7.0e-54 

127 

77 

(AF093630) 60S ribbsomal protein L21 [Oryza sativa] 
226003 

LIB3166-047-P1-K1-C7 

BLASTX 

gll71866 

373 

5.0e-36 

105 

69 

NADH-UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 

(COMPLEX I-20KD) (CI-20KD) >gi_629601_pir S48826 NADH 

dehydrogenase (ubiquinone) (EC 1.6.5.3) chain PSST - wild 
cabbage >gi_562282_emb_CAA57725_ (X82274) PSST subunit of 
NADH: ubiquinone oxidoreductase [Bras^ica oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226004 . 

LIB3166-047-P1-K1-C8 

BLASTX 

g4481934 

163 

3.0e-ll 

105 

14 

(AL035640) CDA peptide synthetase I [Streptomyces 
coelicolor] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



226005 

LIB3166-047-P1-K1-D1 

BLASTX 

g4099914 

296 

7.0e-27 
81 



32194 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E -value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID . _ _ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



7 3 

(U91857) ethylene-responsive element binding protein 
homolog [Stylosanthes hamata] 

226006 

LIB3166-047-P1-K1-D11 

BLASTX 

gl531758 

408 

5.0e-40 

81 

86 

(X98772) AUX1 [Arabidopsis thaliana] >gi_3335360 (AC003028) 
unknown protein [Arabidopsis thaliana] 

226007 

LIB3166-047-P1-K1-D12 

BLASTX 

g4 558672 

185 

7.0e-14 

53 

66 

(AC007063) putative 1, 3-beta-D-glucan synthase [Arabidopsis 
thaliana] 

226008 

LIB3166-047-P1-K1-D2 

BLASTX 

g3128228 

467 ' 

6.0e-47 

96 

90 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

226009 

LIB3166-047-P1-K1-D9 - 

BLASTX 

g3024871 

372 

8.0e-36 

116 

57 

HYPOTHETICAL 77.3 KD PROTEIN SLL0005 

>gi_1001579_dbj_BAA10206_ (D64000) ABCl-like [Synechocystis 
sp. ] 

226010 

LIB3166-047-P1-K1-E1 

BLASTX 

gl632831 

442 

5.0e-44 
100 



32195 



% identity 

NCBI Description. 



86 

(Z4 9698) orf [Ricinus communis] 



Seq. No. 


226011 


Seq. ID 


LIB3166-047-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl703375 


BLAST score 


214 


E value 


5.0e-37 


Match length 


107 


% identity 


87 


NCBI Description 


ADP-RIBOSYLATION FACTOR 1 >gi_9654 83_dbj_BAA08259_ (D4 




DcARFl [Daucus carota] 


Seq. No. 


226012 


Seq. ID 


LIB3166-047-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g2832680 


BLAST score 


4 35 


E value 


4.0e-43 


Match length 


105 


% identity 


38 


NCBI Description 


(AL021712) putative protein [Arabidopsis thaliana] 


Seq. No. 


226013 


Seq. ID 


LIB3 166-04 7 -P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2213592 


BLAST score 


281 


E value 


4.0e-25 


Match length 


105 


% identity 


30 


NCBI Description 


(AC000348) T7N9.12 [Arabidopsis thaliana] 


Seq. No. 


226014 


Seq. ID 


LIB3166-047-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


gl827809 


BLAST score 


361 


E value _ 


1.0e-34 . - - - • - • 


Match length 


101 


% identity 


75 


NCBI Description 


Chain A, Bovine Mitochondrial Fl-Atpase Complexed With 



Aurovertin B >gi_1827810_pdb_lCOW_B Chain B, Bovine 
Mitochondrial Fl-Atpase Complexed With Aurovertin B 
>gi_1827811_pdb_lCOW_C Chain C, Bovine Mitochondrial 
Fl-Atpase Complexed With Aurovertin B 
>gi_1942368_pdb_lEFR_A Chain A, Bovine Mitochondrial 
Fl-Atpase Complexed With The Peptide Antibiotic Efrapeptin 
>gi_1942369_pdb_lEFR_B Chain B, Bovine Mitochondrial 
Fl-Atpase Complexed With The Peptide Antibiotic Efrapeptin 
>gi_1942370_pdb_lEFR_C Chain C, Bovine Mitochondrial 
Fl-Atpase Complexed With The Peptide Antibiotic Efrapeptin 

226015 

LIB3166-047-P1-K1-E8 
BLASTX 



Seq. No. 
Seq. ID 
Method 



32196 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3947735 * : ■ 

257 

2.0e-22 

105 

49 

(AJ009720) NL27 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST- score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226016 

LIB3166-047-P1-K1-F12 

BLASTX 

g4335722 

106 

5.0e-10 

109 

47 

(AC006248) hypothetical protein [Arabidopsis thaliana] 
226017 

LIB3I 6 6 - 0 4 7 - P I - Kl - ir'2 

BLASTX 

g2462832 

265 

3.0e-23 

75 

65 

(AF000657) similar to Bacillus CotA [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226018 

LIB3166-047-P1-K1-F5 

BLASTX 

g4103324 

608 

2.0e-63 

127 

91 

(AF022716) GDP-mannose pyrophosphorylase [Solanum 
tuberosum] 



Seq. No. 


226019 


Seq. ID _ _ . 


LIB316.6-04 7-P1-K1-F6 - . 


Method 


BLASTX 


NCBI GI 


g2245066 


BLAST score 


336 


E value 


1.0e-31 


Match length 


118 


% identity 


60 


NCBI Description 


(Z97342) Beta-Amylase [Arabidopsis thaliana] 


Seq. No. 


226020 


Seq. ID 


LIB3166-04 7-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2558654 


BLAST score 


167 - 


E value 


9.0e-12 


Match length 


87 


% identity 


47 


NCBI Description 


(AC002354) No definition line found [Arabidopsis 



32197 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226021 

LIB3166-047-P1-K1-G1 

BLASTX 

g282881 

214 

3.0e-17 

86 

48 

receptor-like protein kinase precursor - Arabidopsis 
thaliana >gi_166846 (M84658) receptor-like protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq., No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ; ID 
Method 
NCBI GI 

..BLAST score. .... 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226022 

LIB3166-047-P1-K1-G10 

BLASTX 

g4580575 

410 

8 . Oe-42 

125 

67 

(AF082176) auxin response factor 9 



[Arabidopsis thaliana] 



226023 . 

LIB3166-047-P1-K1-G11 

BLASTX 

g.4033469 

286 

9.0e-26 

117 

53 

ARGININE/SERINE-RICH SPLICING FACTOR RSP41 
>gi_1707370_emb_CAA67799_ (X99436) splicing factor 
[Arabidopsis thaliana] 

226024 

LIB3166-047-P1-K1-G12 

BLASTX 

g2351580 

.432 ... - - - ■ • - 

7.0e-43 

93 

86 

(U82433) thymidine diphospho-glucose 4-6-dehydratase 
homolog [Prunus armeniaca] 

226025 

LIB3166-047-P1-K1-G3 

BLASTX 

gll71978 

547 

3.0e-56 

126 

22 

POLYADENYLATE-BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051_emb_CAA17561_ (AL021961) 



32198 



poly (A) -binding protein [Arabidopsis thaliana] 



Seq. No. 


226026 


Seq. ID 


LIB31 66-04 7-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g829294 


BLAST score 


273 


E value 


3.0e-24 


Match length 


62 


% identity 


84 


NPRT Dp^ori nt "i on 


(X67756) ferritin 5 


Seq. No. 


226027 


Seq. ID 


LIB3166-047-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3522933 


BLAST score 


534 


E value 


9. 0e-55 




1 1 A 
X ±\J 


% identity 


92 


NCBI Description 


(AC004411) putative ; 




thaliana] 


Seq. No. 


226028 


Seq. ID ■ 


LIB3166-047-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g267122 


BLAST score 


442 


E value 


6.0e-44 


Match length 


104 


% identity 


78 


NCBI Description 


THIOREDOXIN H-TYPE (' 



[Vigna unguiculata] 



-H) >gi_478400_pir JQ2242 

thioredoxin h - Arabidopsis thaliana 
>gi_16552_emb_CAA78462_ (Z14084) Thioredoxin 
thaliana] >gi_1388080 (U35827) thioredoxin h 
thaliana] 



H [Arabidops 
[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length. 

% identity 

NCBI Description 



•226029 

LIB3166-047-P1-K1-H10 

BLASTX . _ . . 

g3687652 
590 

2.0e-61 

126 

90 

(AF047352) rubisco activase precursor [Datisca glomerata] 
226030 

LIB3166-047-P1-K1-H12 

BLASTX 

g3821280 

559 

1.0e-57 

116 

88 

(AJ009952) asparagine synthetase type II [Phaseolus 
vulgaris] 



32199 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226031 ■ 

LIB3166-047-P1-K1-H4 

BLASTX 

g2494264 

247 

4.0e-21 

97 

52 

HYPOTHETICAL 66.0 KD GTP-BINDING PROTEIN SLR1105 
>gi_1651837_dbj_BAA16764_ (D90900) ".elongation factor EF-G 
[Synechocystis sp.] 



Seq. No. 


226032 


Seq. ID 


LIB3166-047-P1-K1-H5 




BLASTX 




a2832672 


BLAST score 


450 




6 . Oe— 4 5 


Mafph 1 pncrth 

L J CI V_»l 1 -J. ^1 ly l_ i 1 


110 


% identitv 


80 


NPRT Dp^rriDtion 


(AL021712) nifU-like oroteii 


Seq. No. 


226033 


Seq. ID 


LIB3166-047-P1-K1-H6 


Method 


BLASTX 


NCRT GI 


a2662415 


BLAST srore 


173 


E value 


2.0e-12 


Match lenath 


56 


% identitv 


54 


NCBI Description 


(U974 94 ) metallothionein-li 


Seq. No. 


226034 


Seq. ID 


LIB3166-047-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g4545262 


BLAST score 


259 


E value 


2.0e-22 


Match length 


61 _ . . . _ _ . . 


% identity 


72 


NCBI Description 


(AF118230) metallothionein-. 




hirsutum] 


Seq. No. 


226035 


Seq. ID 


LIB3166-048-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g728905 


BLAST score 


283 


E value 


2.0e-25 


Match length 


128 


% identity 


48 



NCBI Description 



PROBABLE CALCIUM-TRANSPORTING AT PAS E 3 (ENDOPLASMIC - 

RETICULUM CA2+-ATPASE) >gi_1078206_pir S51995 probable 

ATPase (EC 3.6.1.-) DRS2 - yeast (Saccharomyces cerevisiae) 
>gi_171114 (L01795) ATPase [Saccharomyces cerevisiae] 
>gi_595560 (U12980) Drs2p: Membrane spanning 



32200 



Ca-ATPase (P-type) , member of the cation transport (E1-E2) 
ATPase [Saccharomyces cerevisiae] 



Seq. No. 


226036 


Seq. ID 


LIB3166-048-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


gl531758 


BLAST score 


455 


E value 


2.0e-45 


Match length 


92 


% identity 


87 


NCBI Description 


(X98772) AUX1 [Arabidopsis thaliana] >gi 3335360 (AC00: 




unknown protein [Arabidopsis thaliana] 


Seq. No. 


226037 


Seq. ID 


LIB31 66-04 8-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g2979688 


BLAST score 


192 


E value 


1. 0e-14 


Match length 


43 


% identity 


93 


NCBI Description 


(AF035619) pyridoxine biosynthesis protein [Cercospora 




nicotianae] 


Seq. No. 


226038 


Seq. ID 


LIB3166-048-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g4559330 


BLAST score 


285 


E value 


1.0e-25 


Match length 


127 


% identity 


47 


NCBI Description 


(AC007087) unknown protein [Arabidopsis thaliana] 


Seq. No. 


226039 


Seq. ID 


LIB31 66-04 8-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3355468 


BLAST score 


375 


E value 


3. Oe-36 


Match length 


103 


% identity 


79 


NCBI Description 


(AC004218) putative ribosomal protein L35 [Arabidopsis 




thaliana] 


Seq. No. 


226040 


Seq. ID 


LIB31 66-04 8-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g3785986 


BLAST score 


231 


E value 


9.0e-20 


Match length 


52 


% identity 


83 


NCBI Description 


(AC005560) RGA1 protein [Arabidopsis thaliana] 


Seq. No. 


226041 



32201 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3166-048-P1-K1-B10 

BLASTX 

g3023858 

612 

6.0e-64 

120 

50 

GUANINE NUCLEOT I DE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN >gi_1256608 (U44850) G protein beta subunit 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score^ 

E value 

Match length 

% identity 

NCBI Description 



226042 

LIB3166-04 8-P1-K1-B11 

BLASTX 

g3560170 

523 

2.0e-53 

129 

79 

(AL031525) 26s protease regulatory subunit SlOb 
[Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 
■Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



226043 

LIB3166-048-P1-K1-B4 

BLASTX 

g4204265 

461 

3.0e-46 

123 

69 

(AC005223) 45643 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
__% identity ... _. 
NCBI Description 



226044 

LIB3166-048-P1-K1-B8 

BLASTX 

gl47,7428 

533^ 

1.0e-54 

119 

84 

(X99623) alpha-tubulin 1 [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226045 

LIB3166-048-P1-K1-C1 

BLASTX 

gl498053 

459 

6.0e-46 

125 

74 

(U64436) ribosomal protein S8 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



226046 

LIB3166-048-P1-K1-C11- 

BLASTX 

g3328122 

436 



32202 



E value 


2.0e-43 


Match length 


94 


% identity 


95 


NCBI Description 


(AF073473) phosphoglycerate kinase precursor [Solanum 




tuberosum] 


Seq. No. 


226047 


Seq. ID 


LIB3166-04 8-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl084372 


BLAST score 


561 


E value 


6.0e-58 


Match length 


120 


% identity 


91 


NCBI Description 


glyceraldehyde-3-phosphate dehydrogenase (NADP+) (EC- 




1.2.1.9) - garden pea 


Seq. No. 


226048 


Seq. ID 


LXB3166-04 8-PI-K1-C4 


Method 


BLASTX 


NCBI GI 


g3201615 


BLAST score 


306 


E value 


5.0e-28 


Match length 


94 


% identity 


65 . * " 


NCBI Description 


(AC004669) unknown protein [Arabidopsis thaliana] 


Seq. No. 


226049 


Seq. ID 


LIB3166-048-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3868758 


BLAST score 


202 


E value 


4.0e-16 


Match length 


92 


% identity 


45 


NCBI- Description 


(D89802) elongation factor IB gamma [Oryza sativa] 


Seq. No. 


226050 


Seq. ID 


LIB3166-04 8-P1-K1-D12 


Method - 


BLASTX - - . . 


NCBI GI 


g543650 


BLAST score 


275 


E value 


2.0e-24 


Match length 


69 


% identity 


68 


NCBI Description 


P48h-10 protein precursor - Zinnia elegans (cv. Envy) 


Seq. No. 


226051 


Seq. ID 


LIB3166-048-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4103635 


BLAST score 


192 


E value 


1.0e-14 


Match length 


97 


% identity 


45 


NCBI Description 


(AF026538) ABA-responsive protein [Hordeum vulgare] 




32203 



Seq. No. 


226052 


Seq. ID 


LIB3166-048-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4263711 


BLAST score 


410 


E value 


3.0e-40 


Match length 


121 


% identity 


64 


NCBI Description 


(AC006223) putative CCR4-associated transcription f, 




[Arabidopsis thaliana] 


Seq. No. ■ 


226053 


Seq. ID 


LIB31 66-04 8-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g2702270 


BLAST score 


309 


E value 


2.0e-28 


Match length 


100 


% identity 


63 


NCBI Description 


(AC003033) unknown protein [Arabidopsis thaliana] 


Seq. No. 


226054 


Seq. ID 


LIB31 66-04 8-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g3421087 


BLAST score 


425 


E value 


6.0e-42 


Match length 


87 


% identity 


98 


NCBI Description 


(AF043524) 20S proteasome subunit PAE1 [Arabidopsis 




thaliana] 


Seq. No. 


226055 


Seq. ID 


LIB3166-048-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g4559382 


BLAST score 


157 


E value 


1.0e-10 


Match length 


70 


% identity. 


47 _ _ . _ 


NCBI Description 


(AC006526) putative DNA binding protein [Arabidopsi, 




thaliana] 


Seq. No. 


226056 


Seq. ID 


LIB3166-048-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g4204265 


BLAST score 


268 


E value 


1.0e-23 


Match length 


99 


% identity 


56 


NCBI Description 


(AC005223) 45643 [Arabidopsis thaliana] 


Seq. No. 


226057 


Seq. ID 


LIB3166-048-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g4539423 



'32204 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



513 

3.0e-52 

124 

78 

(AL04 9171 ) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226058 

LIB3166-048-P1-K1-F3 

BLASTX 

gl702983 

237 

6.0e-20 

85 

54 

AUXIN-REPRESSED 12.5 KD PROTEIN >gi_9985'5_pir S11850 

hypothetical protein - garden strawberry 

>gi_22573_emb_CAA36676_ (X52429) 12.5 kDa protein [Fragaria 
x ananassa'J >gi_927034 (L44142) auxin-repressed protein 
[Fragaria ananassa] 



Qprj VJ n 
O C • LN \J . 


226059 


Seq. ID 


LIB3166-048-P1-K1-G10 


Method 


BLASTX 
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Seq. No. 


226060 


Seq. ID 


LIB3166-048-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


gl621268 


BLAST score 


489 


E value 


2.0e-49 


Match length 


121 


% identity 


71 


NCBI -Description. 


(-Z81012 ) ^unknown [Ricinus communis] 


Seq. No. 


226061 


Seq. ID 


LIB3166-048-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3153207 


BLAST score 


174 


E value 


1.0e-12 


Match length 


124 


% identity 


39 


NCBI Description 


(AF001949) ATHB-12 [Arabidopsis thaliana] 


Seq. No. 


226062 


Seq. ID 


LIB3166-048-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g3024871 


BLAST score 


191 


E value 


2.0e-14 



32205 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%• identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity. 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



116 , 
36 

HYPOTHETICAL 77.3 KD PROTEIN SLL0005 

>gi_1001579_dbj_BAA10206_ (D64O00) ABCl-like [Synechocysti-s 
sp. ] 

226063 

LIB3166-04 8-P1-K1-G4 

BLASTX 

gl946367 

110 

1.0e-10 

53 
68 

(U93215) unknown protein [Arabidopsis thaliana] 
226064 

LIB3166-04 8-P1-K1-G5 

BLASTX 

gl838976 

165 

2.0e-ll 

78 

54 

(X73635) vsf-1 [Lycopersicon esculentum] 
226065 

LIB3166-048-P1-K1-G9 

BLASTX 

g2494034 

163 

6.0e-21 

89 

58 

DIACYLGLYCEROL KINASE 1 (DIGLYCERIDE KINASE) (DGK 1) (DAG 

KINASE 1) >gi_2129573_pir S71467 diacylglycerol kinase - 

Arabidopsis thaliana >gi_1374 772_dbj_BAA09856_ (D63787) 
diacylglycerol kinase [Arabidopsis thaliana] 

226066 - - - • 

LIB3166-048-P1-K1-H10 

BLASTX 

g4545262 

239 

4.0e-20 

44 

100 

(AF118230) metallothionein-like protein [Gossypium 
hirsutum] 

226067 

LIB3166-048-P1-K1-H11 

BLASTX 

gl362009 

480 

2.0e-48 
119 



32206 



% identity 


51 


NCBI Description 


ubiquitin-like protein 7 - 


Seq. No. 


226068 


Seq. ID 


LIB31 66-04 8-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g4128133 


BLAST score 


274 


E value 


3.0e-24 


Match length 


119 


% identity 


45 


NCBI Description 


(AJ006068) dTDP-D-glucose 


Seq. No. 


226069 


Seq. ID 


LIB3166-048-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


gl351408 


BLAST score 


207 


E value 


2.0e-l6 


Match length 


61 


% identity 


66 


NCBI Description 


VACUOLAR PROCESSING ENZYME 



>gi_1076563_pir S51117 cystein proteinase - sweet orange 

>gi_633185_emb_CAA87720_ (Z47793) cystein proteinase (by 

similarity) [Citrus sinensis] >gi_1588548_prf 2208463A 

vascular processing protease [Citrus sinensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226070 

LIB3166-04 8-P1-K1-H7 

BLASTX ■ 

g3024148 

313 

5.0e-29 

77 

79 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 
>gi_1655580_emb_CAA95858_ (Z71273) S-adenosyl-L-methionine 
synthetase 3 [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226071 

LIB3166-04 9-P1-K1-A10 

BLASTX 

g3953471 

271 

2.0e-24 

74 

68 

(AC002328) F2202.16 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



226072 

LIB3166-04 9-P1-K1-A12 

BLASTX 

g2541876 

219 

2.0e-18 
110 



32207 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. -No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



52 

(D26015) CND4 1 , chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 

226073 

LIB3166-04 9-P1-K1-A2 

BLASTX 

gl943751 

458 

6.0e-46 

103 

85 

(U93845) 
protein, 



Arabidopsis thaliana ER-type calcium pump 
complete sequence >gi_2078292 (U96455) ER-type 



Ca2+-pumping ATPase; ECAlp [Arabidopsis thaliana] 
226074 

LIB3166-04 9-P1-K1-A4 

BLASTX 

g4056432 

432 

7.0e-43 

113 

68 

(AC005990) Similar to gi_2245014 glucosyltransf erase 
homolog from Arabidopsis thaliana chromosome 4 contig 
gb_Z97341. ESTs gb_T20778 and gb_AA586281 come from this 
gene. [Arabidopsis thaliana] 

226075 

LIB3166-049-P1-K1-A5 

BLASTX 

g3953471 

116 

6.0e-ll 

65 

62 

(AC002328) F2202. 16 [Arabidopsis thaliana] 



226076 - - - - 

LIB3166-04 9-P1-K1-A7 

BLASTX 

gl263291 

311 

1.0e-28 

60 

98, 

(U4 9452) alcohol dehydrogenase 2b [Gossypium hirsutum] 
226077 

LIB31 66-04 9-P1-K1-A9 

BLASTX 

g3184289 

189 . . 

2.0e-14 

44 

80 



32208 



NCBI Description 



(AC004136) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


226078 


Seq. ID 


LIB31 66-04 9-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g2245094 


BLAST score 


168 


E value 


5.0e-20 


Match length 


80 


% identity 


65 


NCBI Description 


(Z97343) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


226079 


Seq. ID 


LIB31 66-04 9-P1-K1 -BIO 


Method 


BLASTX 


NCBI GI 


g220838 


BLAST score 


204 


E value 


4 . 0e-16 


Mat c h 1 en y L h 


1 18 


% identity 


40 


NCBI Description 


(D10655) dihydrolipoamide acetyltransf erase [Rattus rattus] 


Seq. No. 


226080 


Seq. ID 


LIB31 66-04 9-P1-K1-B11 


Method 


BLASTX 


NCBI GI - 


~g4538967 


BLAST score 


414 


E value 


9.0e-4l' 


Match length 


109 


%■ identity 


77 


NCBI Description 


(AL04 9488) major intrinsic protein (MIP)— like [Arabidopsis 




thaliana] 


Seq. No. 


226081 


Seq. ID 


LIB31 66-04 9-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g2497702 


BLAST score 


173 


E value 


2.0e-12 


Match length 


121." __ . _ _ __ . _ . . . . - 


% identity 


36 


NCBI Description 


OUTER MEMBRANE LIPOPROTEIN BLC PRECURSOR 




>gi 2121019 pir 140710 outer membrane lipoprotein — 




Citrobacter - f reundii >gi 717136 (U21727) lipocalin 




precursor [Citrobacter freundii] 


Seq. No. 


226082 


Seq. ID 


LIB31 66-04 9-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3759184 


BLAST score 


300 


E value 


2.0e-27 


Match length 


97 


% identity 


59 


NCBI Description ■ 


(AB018441) phi-1 [Nicotiana tabacum] 


Seq. No. 


226083 



32209 



Seq. ID 

Method 

NCBI. GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3166-049-P1-K1-B7 

BLASTX 

g2245125 

163 

2.0e-ll 

45 

64 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
226084 

LIB3166-049-P1-K1-B9 ' 

BLASTX 

g2465012 

410 

-4-.0e-42 
107 
88 

(AJ0014 47) caf feoyl-CoA 3-O-methyltransf erase [Fragarie 
vesca] 



Seq. No. 


226085 


Seq. ID 


LIB3166-04 9-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g4098128 


BLAST score 


388 


E value 


2.0e-41 


Match length 


109 


% identity 


83 


NCBI Description 


(U73588) sucrose synthase [Gossypium hirsutum] 


Seq. No. 


226086 


Seq. ID 


LIB3166-049-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g2500550 


BLAST score 


147 


E value 


2.0e-09 


Match length 


4 8 


% identity 


62 


NCBI Description 


RIBONUCLEASE III (RNASE III) >gi 2313785 gb AAD07725 



(AE000579)-ribonuclease III (rnc) [Helicobacter pylori 
26695] 



Seq. No. 226087 

Seq. ID LIB3166-049-P1-K1-C4 

Method BLASTX 

NCBI GI g710308 

BLAST score 163 

E value 8.0e-12 * 

Match length 47 

% identity 68 

NCBI Description (U11693) victorin binding protein [Avena sativa] 

Seq. No. 226088 

Seq.. ID LIB3166-049-P1-K1-C6 

Method BLASTX 

NCBI GI g4102600 

BLAST score 418 



32210 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. .No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-41 

117 

74 

(AF013467) ARF6 [Arabidopsis thaliana] 
226089 

LIB3166-04 9-P1-K1-C7 

BLASTX 

g2462822 

447 

1.0e-44 

123 

51 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
226090 

LIB3166-04 9-P1-K1-D1 

BLASTX 

gl086252 

422 

1.0e-41 

104 

73 

: sucrose cleavage protein - Potato >gi_707001_bbs_157 931 
(S74161) sucrolytic enzyme/f erredoxin homolog [Solanum 
tuberosum=potatoes, cv-. Cara, leaf, Peptide, 322 aa] 
[Solanum tuberosum] 

226091 

LIB3166-04 9-P1-K1-D11 

BLASTX 

gl439609 

536 

5.0e-55 

106 

100 

(U62778) delta-tonoplast intrinsic protein [Gossypium 
hirsutum] 



Seq.- No.- - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



226052 - - - -- — -- . - 

LIB3166-04 9-P1-K1-D12 

BLASTX 

g3377803 

235 

1.0e-19 

63 

73 

(AF075597) Similar to (p)ppGpp synthetase; T2H3.9 
[Arabidopsis thaliana] 

226093 

LIB3166-04 9-P1-K1-D3 

BLASTX 

g4056469 

631 

4.0e-66 
125 



■32211 



% identity 99 

NCBI Description. (AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb_R90191 / gb_N65697, gb_AA713150, gb_T4 6332,- gb_AA04 0967 , 
gb_AA712956 / gb_T46403, gb_T46050, gb_AI100391 and 
gb_Z2504 3 come from t 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226094 

LIB3166-04 9-P1-K1-D4 

BLASTX 

g2213594 

337 

1.0e-31 

90 

67 

(AC000348) T7N9.14 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226095 

LIB3166-04 9-P1-K1-D5 

BLASTX 

g584825 

255 

3.0e-42 

103 
81 

B2 PROTEIN 
>gi_29788 9 
carota] 



>gi_322726_pir S32124 B2 protein - carrot 

emb CAA51078_ (X72385) B2 protein [Daucus 



Seq. No. 


226096 


Seq. ID 


LIB3166-049-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3482977 


BLAST score 


245 


E value 


2.0e-22 


Match length 


102 


% identity 


62 


NCBI Description 


(AL031369) putative protein [Arabidopsis thaliana] 


Seq. No. - ----- 


2260-97 - - - - - - - - — — ~ 


Seq. ID 


LIB3166-04 9-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g99735 


BLAST score 


203 


E value 


3.0e-16 


Match length 


74 


% identity 


53 


NCBI Description 


L-ascorbate peroxidase (EC 1.11.1.11) precursor - 




Arabidopsis thaliana (fragment) 


Seq. No. 


226098 


Seq. ID 


LIB3166-04 9-P1-K1-E12 


Method 


BLASTX - %. 


NCBI GI 


g3023847 . + ' 


BLAST score 


304 


E value 


2.0e-31 


Match length 


98 




32212 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST ■ score 

E value 

Match length 

% identity 

NCBI Description 



78 

GUANINE NUCLEOT I DE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN >gi_2385376_emb_CAA69934_'MY08678) G protein beta 
subunit-like [Medicago sativa] 

226099 

LIB3166-04 9-P1-K1-E2 

BLASTX 

g4544443 

131 . ■ 

7.0e-12 

53 

73 

(AC006592) putative mitochondrial uncoupling protein 
[Arabidopsis thaliana] 



Seq. No. 


226100 


Seq. ID 


LIB3166-04 9-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


al332579 


BLAST score 


316 


E value 


4 . Oe-36 


Match length 


98 


% identity 


9 


NCBI Description 


(X98063) polyubiquitin [Pinus sylve3t 


Seq*.- No. 


226101 


Seq. ID 


LIB3 1 66-04 9-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3540181 


BLAST score 


181 


E value 


2.0e-13 


Match length 


80 


% identity 


47 


NCBI Description 


(AC004122) Unknown protein [Arabidops 


Seq. No. 


226102- 


Seq. ID 


LIB3166-04 9-P1-K1-F1 


Method 


BLASTX 


NCBL GI - 


g2144271 - - 


BLAST score 


195 


E value 


1.0e-15 


Match length 


68 


% identity 


59 


NCBI Description 


trans-cinnamate 4-monooxygenase (EC 1 




kitakamiensis (fragment) >gi_1777372_< 




cinnamic acid 4 -hydroxylase [Populus ] 


Seq. No. 


226103 


Seq. ID 


LIB3166-049-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g421855 


BLAST score 


331 


E value 


4.0e-31 


Match length 


107 


% identity 


68 



NCBI Description alanine — tRNA ligase (EC 6.1.1.7) - Arabidopsis thaliana 



32213 



(fragment) 



Seq. No. 


226104 


Seq. ID 


LIB31 66-04 9-P1-K1-F3. 


Method 


BLASTX 


NCBI GI 


g3158474 


BLAST score 


392 


E value 


4 .Oe-38 


Match length 


99 


% identity 


78 


NCBI Description 


( AF067 184) aquapor in 


Seq. No. 


226105 


Seq. ID 


LIB3166-04 9-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


gl36636 


BLAST score 


216 


E value 


2.0e-17 


Match length 


4 1 


% identity 


100 


NCBI Description 


UBIQUITIN-CONJUGATING 



1 [Samanea saman] 



ZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir S43781 ubiquitin-conj ugating enzyme UBC1 - 

Arabidopsis thaliana >gi_4 42594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E . C: 6 3 . 2 . 19) >gi_2981894_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351 ).. ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226106 

LIB3166-04 9-P1-K1-F8 

BLASTX 

g399900 

230 

2.0e-23 

91 

68 

HOMEOBOX-LEUCINE ZIPPER PROTEIN HAT 5 (HD-ZIP PROTEIN 5) 
. (HD-ZIP. PROTEIN ATHB-1 )._.>gi_9965.9_pir__S16325 homeotic 
protein Athb-1 - Arabidopsis thaliana 
>gi_16329_emb_CAA41625_ (X58821) Athb-1 protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226107 

LIB3166-04 9-P1-K1-G10 

BLASTX 

g4538959 

384 

3.0e-37 

92 

76 

(AL049488) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



226108 

LIB3166-04 9-P1-K1-G11 
BLASTX 



32214 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value-" 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2230757 
215 

1.0e-17 
84 

55 ' 

(Y11969) dnaJ-like protein [Arabidopsis thaliana] 
226109 

LIB3166-04 9-P1-K1-G4 

BLASTX 

g886116 

193 

6.0e-15 
A 2 
79 

(U27609) TCH4 protein [Arabidopsis thaliana] >gi_2952473 
(AF051338) xyloglucan endotransglycosylase related protein 
[Arabidopsis thaliana] 

226110 

LIB3166-04 9-P1-K1-G5 

BLASTX 

g30,80442 

408 • 

6.0e-40 

104 

67 

(AL022605) putative protein [Arabidopsis thaliana] 
226111 

LIB3166-04 9-P1-K1-H10 

BLASTX 

g399046 

147 

6.0e-10 

37 

76 

ADENINE PHOSPHORIBOSYLTRANSFERASE 1 (APRT) 

>gi_99657_pir S20867 adenine phosphoribosyltransf erase (EC 

2.4.2.7) - Arabidopsis -thaliana >gi_l 61 64_emb_CAA4 14 97_- 

(X58640) adenine phosphoribosyltransf erase [Arabidopsis 
thaliana] >gi_433050 (L19637) adenine 
phosphoribosyltransf erase [Arabidopsis thaliana] 
>gi 3935182 (AC004557) F17L21.25 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226112 

LIB3166-04 9-P1-K1-H11 

BLASTX 

g2494034 

636 

1.0e-66 

129 

88 

DIACYLGLYCEROL KINASE 1 (DIGLYCERIDE KINASE) (DGK 1) (DAG 

KINASE 1) >gi_2129573_pir S71467 diacylglycerol kinase - 

Arabidopsis thaliana >gi_1374772_dbj_BAA09856_ (D63787) 
diacylglycerol kinase [Arabidopsis thaliana] 



32215 



Seq. No. 


226113 


Seq. ID 


LIB3166-04 9-P1-K1-H2 


Method 


BLAST X 


NCBI GI 


g3901012 


BLAST score 


304 


E value 


4 . Oe-35 


Match lenath 


112 


% identity 


71 


NGBI Description 


(AJ130885) xyloglucan endotransglycosylase 1 [Fagus 




sylvatica] 


Seq. No. 


226114 


Seq. ID 


LIB31 66-04 9-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g 4454484 


BLAST score 


270 


E value 


8 . Oe-24 


Match length 


88 


% identity 


61 


NCBI Dpscrintion 

XN \^XJ ^> 1-/ tV V*^X» -X. L*/ 4_ -L. W X 1 


(ACf)06?"34^ nnf ati vp Hi arvl nl vrprnl ki na^p f ATabi done; i ^ 




thai i ana 1 


Sea No 


226115 


Seq. ID 


LIB3166-04 9-P1-K1-H7 


Method 


BLASTX 


N.CBI GI 


g2832625 


BLAST score 


208 


E. value 


1. Oe-16 


Match length 


54 


% identitv 


72 


NCBI Description 


(AL021711} outative orotein TArabidoDsis thalianal 

Y nu \j ^ ^ # x> j kv ix i*# tx v w kv x. xv w %^ _x. xx l *x J- t-x xv _i_ \*x w k*/ tv ^ ^ un tx _x> x. u x x £x j 


Seq. No. 


226116 


Sea ID 

^V V— F \V « LV 


LIB3166-050-P1-K1-A12 

XJ J- XV *V X. w w v hV V X. X» X\ X. iX -1- 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


466 


E value 


8.0e-47 


Match length . 


90 . _ . .. ^ - ^ . . 


% identity 


98 


NCBI Description 


RIBULOSE BIS PHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 




(RUBISCO SMALL SUBUNIT) >ai 279581 oir RKCNSU 

\ i\U XV ,X> hV \™/ W fcV X XiXXJXJ fcV W XV VLiX i / ^ ^ *X_ £^ f V 7 »V V ^ hV -X> X. X \1 11 fcV V./ 




ribulose— bisphosphate carboxylase (EC 4.1.1.39) small chain 




precursor - upland cotton >gi 450505 emb CAA38026 (X54091) 




ri hulo^p bi ^Dho^ohatp rarboxvlasp rGossvDium hirsutuml 

X -1_ XV \JL X. W fcV XV X> O fcV X X W fcV 1 X (X s-* \JL X, XV ^kV /\ V ^> (X »V n^* ^ ^V O *V V kV «X LXX L L XX JL* X> O 1*1 Ul 1 1 J 


Seq. No. 


226117 


Seq. ID 


LIB3166-050-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


gll72571 


BLAST score 


530 


E value 


2.0e-54 


Match length 


99 


% identity 


97 


NCBI Description 


PHOSPHOENOLPYRUVATE C ARBOX Y K I N AS E (ATP) 




>gi_1076277_pir S52637 phosphoenolpyruvate carboxykinase 



32216 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length ". 

% identity 

NCBI Description 



(ATP) (EC 4.1.1.49) - cucumber >gi_567102 (L31899) 
phosphoenolpyruvate carboxykinase [Cucumis sativus] 

226118 

LIB3166-050-P1-K1-A3 

BLASTX 

gl086989 

583 

2.0e-60 

123 

95 

(S79323 
abaxial 
[Vicia 



) plasma membrane H(+)-ATPase [Vicia faba, Otafuku, 

epidermis, guard cell protoplasts, Peptide, 963 aa] 
faba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226119 

LIB3166-050-P1-K1-A5 

BLASTX 

gI345787 

464 

1.0e-46 

92 

93 

CHALCONE SYNTHASE 2 (NARINGENIN-CHALCONE SYNTHASE 2) 
>gi_567 937_db'j_BAA05641_ (D26594) chalcone synthase 
[Camellia sinensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226120 

LIB3166-050-P1-K1-A9 

BLASTX 

gl703375 

270 

6.0e-24 

80 

75 

ADP-RIBOSYLATION FACTOR 1 >gi_9654 8 3_db j _BAA0 8 2 5 9_ 
DcARFl [Daucus carota] 



(D45420) 



Seq. No. 

Seq.. ID _ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226121 

LIB3166-050-P1-K1-B2 *' _ _ . - . - 

BLASTX 

g4033467 

389 

8.0e-38 

121 

43 

ARGININE/SERINE-RICH SPLICING FACTOR RSP31 
>gi_1707366_emb_CAA67798_ (X99435) splicing factor 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



226122 

LIB3166-050-P1-K1-B3 

BLASTX 

g416664 

572 

3.0e-59 
121 



32217 



% identity 89 

NCBI Description' PLASMA MEMBRANE AT PAS E 4 (PROTON PUMP) 

>gi_485504_pir S33548 H+-transporting ATPase (EC 3.6.1.35) 

type 4, plasma membrane - curled-leaved tobacco 
>gi_19704_emb_CAA47275_ (X66737) plasma membrane H+-ATPase 
[Nicotiana plumbaginif olia] 



Seq. No. 


226123 


Seq. ID 


LIB3166-050-P1-K1-C10 


Me*t" hnri 


BLASTX 


NCBI GI 


g2244732 


BLAST score 


595 


R va 1 no 

1_J vox 


6.0e-62 


Match length 


120. 


% identity 


92 


NCBI DescriDt ion 


(D88413) endo-xyloglucan transferase [Gossypium hirsutum] 




226124 


Seq. ID 


LI B31 66— 050— PI— Kl— CI I 


Mpi- H oH 


RT.ASTX 


NPRT 
n^yOi vj J. 


a3766368 


BLAST score 


122 


E value 

XW V -L. ImtL 


1 . Oe-13 


Match length 


73 


% identity 


53 


NPRT Dpsrriotion 


(AL031907) putative trascription factor, ccr4-associated 




f act - air hnmnl nrr TSphi 7n < ?arrhflromvrp c ? Dombe 1 


Sea No 


226125 


Seq. ID 


LIB3166-050-P1-K1-C2 


Mo t~ H oH 

1 "JC LilUU 


RT.A^TX 


NCBI GI 


gl200256 


RLAST qrnrp 


454 


E value 


2.0e-45 


Match length 


96 


% idpnt it* v 


89 


NPRT npsrri nf i on 

i-^f 1_J L>/ C O J. J. ^/ 1— J- w 1 1 


(X90990) stpkl protein kinase [Solanum tuberosum] 


Sea No 


226126 


Seq. ID 


LIB3166-050-P1-K1-C6 


M^t hnrl 


BLASTX 


NCBI GI 


g3193284 


BLAST score* 


533 


E value 


1.0e-54 


Match length 


122 


% identity 


87 


NCBI Description 


(AF069298) No definition line found [Arabidopsis thaliana 


Seq. No. 


226127 


Seq. ID 


LIB3166-050-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4432857 


BLAST score 


189 


E value 


3.0e-17 


Match length 


96 


% identity 


50 


NCBI Description 


(AC006300) hypothetical protein [Arabidopsis thaliana] 



32218 





Seq. No. 


226128 




Seq. ID 


LIB3166-050-P1-K1-D1* ^ 




Method 


BLASTX 




NCBI GI 


g3980393 




BLAST score 


371 




E value 


1.0e-35 




Match length 


104 




% identity 


65 




NCBI Description 


(AC004561) putative glutathione S-transf erase [Arabidopsi. 






thaliana] 




Seq. No. 


226129 




Seq. ID 


LIB3166-050-P1-K1-D10 




Method 


BLASTX 




NCBI GI 


g2262100 




BLAST score 


465 




E value 


9.0e-47 


o 


Match length 


97 




% identity 


89 


y t 


NCBI Description 


(AC00234 3) unknown protein [Arabidopsis thaliana] 


ro 


Seq. No. 


226130 




Seq. ID 


LIB3166-050-P1-K1-D12 


: 5 


Method 


BLASTX 




NCBI GI 


g4539351 




BLAST score 


407 


y s 


E value 


6.0e-40 


- 


Match length 


113 




% identity 


61 , ' 


ri 

rr 


NCBI Description 


(AL035539) putative protein [Arabidopsis thaliana] 




Seq. No. 


226131 


~r 


Seq. ID 


LIB3166-050-P1-K1-D2 




Method 


BLASTX 


o 


NCBI GI 


g416651 




BLAST score 


191 




E value 


9.0e-15. 




v Match length 


74 




% identity 


51 




NCBI Description 


PROBABLE GLUTATHIONE S-TRANSFERASE (AUXIN- INDUCED PROTEIN 






PCNT103) >gi 100301 pir S16269 auxin-induced protein 






(clone pCNT103) - common tobacco >gi 19791 emb CAA39704 






(X56263) auxin— induced protein [Nicotiana tabacum] 




Seq. No. 


226132 




Seq. ID 


LIB3166-050-P1-K1-E12 




Method 


BLASTX 




NCBI GI 


g2739381 




BLAST score 


375 




E value 


4.0e-36 




Match length 


120 




% identity 


62 




*• NCBI Description 


(AC002505) putative patatin [Arabidopsis thaliana] 




Seq. No. 


226133 




Seq. ID 


LIB3166-050-P1-K1-E5 



32219 



Method 

NCBI GI 

BLAST score v 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl616616 

261 

8.0e-23 

50 

98 

(Y08424) small GTP-binding protein [Nicotiana 
plumbaginif olia] 

226134 

LIB3166-050-P1-K1-F11 

BLASTX 

g2335104 

234 

7.0e-20 

85 

56 

(AC002339) putative villin [Arabidopsis thaliana] 
226135 

LIB3166-050-P1-K1-F12 

BLASTX 

g2792240 

179 

3.0e-13 

78 

47 

(AF032698) NBS-LRR type resistance protein [Oryza sativa] 
226136 

LIB3166-050-P1-K1-F3 

BLASTX 

gll4335 

549 

1.0e-56 

113 

94 

PLASMA MEMBRANE AT PAS E 2 (PROTON PUMP) 

>gi_67973_pir PXMUP2 H+-transporting ATPase (EC 3.6.1.35) 

..-t-ype^2-,^plasma_membr.ane.- -^Arabidopsis - thaliana- >.gi_l 6662.9 - 
(J05570) H+-ATPase [Arabidopsis thaliana] 

226137 

LIB3166-050-P1-K1-F7 

BLASTX 

gl20669 

399 

6.0e-39 

89 

85 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 



226138 



32220 



Seq. ID 


LIB3166-050-P1-K1-G1- 


Method 


BLASTX 


NCBI GI 


g2961375 


BLAST score 


159 


E value 


8 .Oe-11 


Match length 


51 


% identity 


55 


NCBI Description 


(AL022141) NAM like protein [Arabidopsis thaliana 


Seq. No. 


226139 


Seq. ID 


LIB3166-050-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g3236254 


BLAST score 


224 


E value 


2.0e-18 


Match length 


118 


% identity 


40 


NCBI Description 


(AC004 684) unknown protein [Arabidopsis thaliana] 


Seq. No. 


226140 


Seq. ID 


LIB31 66-05 0-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


gl24224 


BLAST score 


4 68 . - 


E value 


4.0e-47 


Match length 


113 


% identity 


82 


NCBI Description 


INITIATION FACTOR 5A-1 (EIF-5A) (EIF-4D) 



>gi_100345_pir S21060 translation initiation factor eIF-5A 

- common tobacco >gi_19887_emb_CAA45105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 

226141 

LIB3166-050-P1-K1-G3 
BLASTX 
gl23580 
351 

2.0e-33 

109 " 

17.9 KD CLASS II HEAT SHOCK PROTEIN >gi_81787_pir S01859 

heat shock protein 17.9-D - soybean >gi_18 652_emb_CAA30153_ 
(X07159) hspl7.9-D protein (AA 1 - 159) [Glycine max] 

Seq. No. 226142 

Seq. ID LIB3166-050-P1-K1-G7 

Method BLASTX 

NCBI GI gl703446 

BLAST score 305 

E value 5.0e-28 

Match length 96 

% identity 67 

NCBI Description L -ASPARAGINASE (L-ASPARAGIflE AMIDOHYDROLASE) 

>gi_1076292_pir S53127 asparaginase - Arabidopsis thaliana 

>gi_735918_emb_CAA84367_ (Z34884) asparaginase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score s . 

E value 

Match length 

%- identity .—-^ — 

NCBI Description 



32221 



Seq. No. 


226143 


Seq. ID 


LIB3166-050-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3236-254 


BLAST score 


289 


E value 


4 .Oe-26 


Match length 


120 


% identity 


48 


NCBI Description 


(AC004 684) unknown protein [Arabidopsis 


Seq. No. 


226144 


Seq. ID 


LIB3166-050-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


gll69382 


BLAST score 


394 


E value 


2.0e-42 


Match length 


105 


% identity 


81 


NCBI Description 


DNAu PROTEIN HOMOLOG 2 >yi. 542196 pix « 




- leek >gi 454303 emb CAA5I720 (X77632 




porrum] 


Seq. No. 


226145 


Seq. ID 


LIB3166-050-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g.2706450 


BLAST score 


507 


E value 


1.0e-51 


Match length 


116 


% identity 


84 


NCBI Description 


(AJ225172) magnesium dependent soluble : 




pyrophosphatase [Solanum tuberosum] 


Seq. No. 


226146 


Seq. ID 


LIB3166-050-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g3914442 


BLAST score 


4 63 


E value 


2.0e-46 


Match lengt h_. . _ 


107 


% identity 


83 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 

226147 

LIB3166-050-P1-K1-H6 

BLASTX 

g3702339 

184 

9.0e-14 

77 

48 

(AC005397) unknown protein [Arabidopsis thaliana] 
226148 

LIB3166-050-P1-K1-H7 



32222 



Method BLASTX 

NCBI GI g3702339 

BLAST score 184 

E value 9.0e-14 

Match. length 70 

% identity 54 

NCBI Description (AC005397) unknown protein [Arabidopsis thaliana] 

Seq. No. 226149 

Seq. ID LIB3166-050-P1-K1-H9 

Method BLASTX 

NCBI GI g3549680 

BLAST score. 152 

E value 3.0e-10 

Match length 51 

% identity 59 

NCBI Description (AL031394) putative protein [Arabidopsis thaliana] 

Seq. No. 226150 

Seq. ID LIB3166-051-P1-K1-A1 

Method BLASTX 

NCBI GI g2832359 

BLAST score 268 

E value 1.0e-23 

Match length 120 

% identity 51 

NCBI Description (Y14072) HMG protein [Arabidopsis thaliana] 

Seq. No. 226151 

Seq. ID LIB3166-051-P1-K1-A11 

Method BLASTX 

NCBI GI gl297359 

BLAST score 4 97 

E value 2.0e-50 

Match length 129 

% identity 72 

NCBI Description (U53701) alcohol dehydrogenase 2d [Gos'sypium hirsutum] 

Seq. No. 226152 

Seq. -ID LIB3166-051-P1-K1-A8 — - . 

Method BLASTX 

NCBI GI g2462745 

BLAST score 199 

E value 3.0e-20 

Match length 93 

% identity 53 

NCBI Description (AC002292) Hypothetical protein [Arabidopsis thaliana] 

Seq. No. 226153 

Seq. ID LIB3166-051-P1-K1-A9 

Method BLASTX 

NCBI GI gll72872 

BLAST score 256 

E value 2.0e-22 ... 

Match length 87 

% identity 63 

NCBI Description CYSTEINE PROTEINASE RD19A PRECURSOR >gi_54 1856_pir JN0718 



32223 



drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_435618_dbj_BAA02373_ 
(D13042) , thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb_CAB38829.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 





Seq. No. 


226154 




Seq. ID 


LIB3166-051-P1-K1-B10 




Method 


BLASTX 




NCBI GI 


gl263291 




BLAST score 


595 




E value 


7.0e-62 




Match length 


130 




% identity 


83 




NCBI Description 


(U49452) alcohol dehydrogenase 2b [Gossypium hirsutum] 




Sea. No. 


226155 




Seq. ID 


LIB3166-051-P1-K1-B11 




Method 


BLASTX 


i a 


NCBI GI 


g2529229 


J3 


BLAST score 


308 


SSL 

y = 


E value 


1.0e-42 


m 


Match length 


101 




% identity 


91 




NCBI Description 


(AB007 907) 6-phosphogluconate dehydrogenase [Glycine max 




Sea No 


226156 




Seq. ID 


LIB3166-051-P1-K1-B2 




Method 


BLASTX 


5. 


NCBI GI 


g2267153 


H> 


BLAST- score 


277 




E value 


6.0e-25 




Match length 


65 




% identity 


80 


\=J 


NCBI Description 


(AF009050) alcohol dehydrogenase 1A [Paeonia lactiflora] 


L_= 


Seq. No. 


226157 * 




Seq. ID 


LIB3166-051-P1-K1-B3 "'' 




Method 


BLASTX 




NCBI .GI 


g.10.49.255. . _ . _ _ ... 




BLAST score 


146 




E value 


2 . 0e-18 




Match length 


71 




% identity 


79 




NCBI Description 


(U36437) H+-pyrophosphatase [Zea mays] 




Seq. No. 


226158 




Seq. ID 


LIB3166-051-P1-K1-B8 




Method 


BLASTX 




NCBI GI 


g2769642 




BLAST score 


230 




E value 


4.0e-19 




Match length 


55 




% identity 


82 




NCBI Description 


(Z97215) nine-cis-epoxycarotenoid dioxygenase [Lycopersii 



esculentum] 



32224 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226159 

LIB3166-051-P1-K1-C1 

BLASTX 

g3335341 

348 

6.0e-33 

118 

64 

(AC004512) T8F5.10 [Arabidopsis thaliana] 
,226160 

LIB3166-051-P1-K1-C11 

BLASTX 

g3834304 

330 

8.0e-31 

85 

78 

(AC005679) Contains similarity to gi_1786244 hypothetical 
24.9 kD protein in surA-hepA intergenic region yabO from 
Escherichia coli genome gb_AE000116, and to hypothetical 
YABO family PF_0084 9. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score " 

E value 

Match length 

% identity 

NCBI Description 



.226161 

LIB3166-051-P1-K1-C12 

BLASTX 

g2131525 

146 

3.0e-09 

95 

34 

hypothetical protein YDR4*89w - yeast (Saccharomyces 
cerevisiae) >gi_927735 (U33050) Ydr489wp; CAI : 0.16 
[Saccharomyces cerevisiae] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 

BLAST- score 

E value 
Match length 
% identity 
NCBI Description 



226162 

LIB3166-051-P1-K1-C2 

BLASTX 

g3551983 

-508- - - — — -• 

8.0e-52 

107 

91 

(AF085073) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_3551985 (AF085074) alcohol dehydrogenase A [Gossypium 
hirsutum] >gi_3551987 (AF085075) alcohol dehydrogenase A 
[Gossypium hirsutum] >gi_3551989 (AF085076) alcohol 
dehydrogenase A [Gossypium hirsutum] >gi_4140602 (AF090150) 
alcohol dehydrogenase A [Gossypium hirsutum] >gi_4140612 
(AF090155) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_4140614 (AF090156) alcohol dehydrogenase A [Gossypium 
hirsutum] >gi_4140616 (AF090157)^ alcohol dehydrogenase A 
[Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 



226163 

LIB3166-051-P1-K1-C3 
BLASTX 



32225 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

'% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
-NCBI Description 



g4098129 < 
592 

1.0e-61 

126 

90 

(U73588) sucrose synthase [Gossypium hirsutum] 
226164 

LIB3166-051-P1-K1-C5 

BLASTX 

g2833381 

619 

1.0e-64 

125 

90 

GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 
>gi_1172159 (U44126) starch synthase [Ipomoea batatas] 

226165 

LIB3166-051-P1-K1-C6 

BLASTX 

gl934730 

139 

1.0e-08 

39 

62 

(U95036) germin-like protein [Arabidopsis thaliana] 
226166 

LIB3166-051-P1-K1-C7 

BLASTX 

g2104681 

316 

3.0e-29 

126 

56 

(X97907) transcription factor [Vicia faba] 



Seq. No. 

Seq.. -ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



226167 

LIB3166-051^P1-K1-C8 . . ^ - — _. 

BLASTX 

g505482 

460 

4.0e-46 

117 

80 

(X64349) 33 kDa polypeptide of water-oxidizing complex 
photosystem II [Nicotiana tabacum] 

226168 

LIB3166-051-P1-K1-C9 

BLASTX 

gl220196 

436 

3.0e-43 

105 

76 



32226 



* 



NCBI Description (U49061) . alcohol* dehydrogenase 2a [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226169 

LIB31 66-05 1-P1-K1-D1 

BLASTX 

g2829862 

209 

1.0e-16 

118 

41 

(AC002396) Similar to glucosyltransf erases [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226170 

LIB3166-051-P1-K1^D12 

BLASTX 

gl928981 

145 

9.0e-21 

76 

74 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226171 

LIB3166-051-P1-K1-D3 

BLASTX 

g2708624 , - 

589 

3.0e-61 

110 

93 

(AF036618) acetyl-CoA synthetase 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226172 

LIB3166-051-P1-K1-D6 

BLASTX 

g.1'15834 

212 

5.0e-24 - - - - - - 

85 
71 

CHLOROPHYLL A-B BINDING PROTEIN CP24 10B PRECURSOR 

(CAB-10B) (LHCP) >gi_100202_pir S11878 chlorophyll 

a/b-binding protein CablOB - tomato >gi_170400 (M32606) 
chlorophyll b-binding protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226173 

LIB3166-051-P1-K1-E1 

BLASTX 

g4262226 

298 

4.0e-27 

101 

60 

(AC006200) putative protein kinase [Arabidopsis thaliana] 



32227 



Seq. No". 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Secf. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI' Rescript ion 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
"Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226174 ... . 

LIB3166-051-P1-K1-E7 

BLASTX 

g3122785 

242 

8.0e-21 

68 

74 

40S RIBOSOMAL PROTEIN S14 >gi_2565340 
protein S14 [Lupinus luteus] 



226175 

LIB31 66-05 1-P1-K1-E8 

BLASTX 

g479413 

386 

2.0e-37 

128 

66 

myosin-like protein - 



(AF02607 9) ribosomal 



Arabidopsis thaliana 



226176 

LIB3166-051-P1-K1-F10 

BLASTX 

g2130051 

157 "■ 

9.0e-ll 

61 

54 

xylose isomerase (EC 5.3.1.5) - barley 
>gi_1296807_emb_CAA64544_ (X95256) xylose isomerase 

[Hordeum vulgare] >gi_1588664_prf 2209268A xylose 

isomerase [Hordeum vulgare] 

226177 

.LIB3166-051-P1-K1-F9 

'BLASTX 

gl771160 

531 

2.0e-54 _ _. __ . 

128 ' 

79 

(X98929) SBT1 [Lycopersicon esculentum] 
>gi_3687305_emb_CAA06999_ (AJ006378) subtilisin-like 
protease [Lycopersicon esculentum] 

226178 

LIB3166-051-P1-K1-G2 

BLASTX 

g3377941 

160 

3.0e-ll 

86 

4 3 

(AL021960) putative protein" (fragment) [Arabidopsis 
thaliana] 



32228 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226179 

LIB3166-051-P1-K1-G4 

BLASTX 

g2244998 

483 

9.0e-49 
121 

72 

(Z97341) similarity to probable transcriptional adaptor 
ADA2 [Arabidopsis thaliana] 



•5 S 

01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226180 

LIB3166-051-P1-K1-G5 

BLASTX 

g4544409 

471 

2.0e-47 

125 

63 

(AC006955) putative transcription factor [Arabidopsis 
thaliana] 

226181 

LIB3166-051-P1-K1-G6 

BLASTX 

g2191187 

190 

2.0e-14 

76 

49 

(AF007271) contains similarity to a DNAJ-like domain 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match- length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226182 

LIB3166-051-P1-K1-G7 

BLASTX 

g4150963 

225 

1.0e-18 

97 - - - - — - - - - 

46 

(Y18620) DsPTPl protein [Arabidopsis thaliana] 
226183 

LIB3166-051-P1-K1-G9 

BLASTX 

gll3362 

228 - ■ 

5.0e-23 

69 

68 

ALCOHOL DEHYDROGENASE 1 (SLOW-ALLELE) >gi_65901_pir DEILSP 

alcohol dehydrogenase (EC 1'. 1.1.1) 1-S - pearl millet 
>gi_2040'9_emb_CAA34547_- (X16547) alcohol dehydrogenase (AA 
1-379) [Pennisetum americanum] 



Seq. No. 



226184 



32229 



Seq. ID 


LIB31 66-05 1-P1^K1-H1 

XJ X XV *J X> V V W "-^ X X ^ 1- X «X 1 » <X 


Method 


BLASTX 


NCBI GI 


g3062801 


BLAST score 


525 


P 1 IIP' 


9.0e-54 


imo.l.*— 11 iciiy hi 


119 


ft i Hpntitv 


78 


WPRT Dpcirr iot i on 


(AB012873) arginine decarboxylase [Nicotiana sylvestris 


Seq. No. 


226185 


Seq. ID 


LIB3166-051-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3153902 


BLAST score 


364 


R valup 

LLt V CtXUG 


7 . Oe-35 


Matrh lencrth 


95 


% identity 


79 


NPRT Dpqrr int ion 


(AF066076) 14-3-3-like protein [Helianthus annuus] 


Seq. No. 


226186 


Seq. ID 


LIB31 66-05 1-P1-K1-H2 

XJ X Xmf ^ X v W V <vr J- X X. 1 \ X, 11 X* 




BLASTX 

X_J XJ-lXt-J X * V 


IN \*t O J- OX 


gl34 101 


RLAST score 


507 


Fi value 

1.J V G> -J» u ^-<* 


1.0e-51 * ^' 


Match length 


125 


% identity 


85 


NCBI Descriotion 


RUBISCO SUBUNIT BINDING- PROTEIN ALPHA SUBUNIT (60 KD 




CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) 




>rn 7?q^fi ni r HHCSBA ribulose-bisnhosohate carboxvlase 




subunit —binding protein alpha chain — castor bean 




( f racrment ) 

\ X. J- d u ILLs^* 11 U / 


Sea No 


226187 


Seq. ID 


LIB31 66-05 1-P1-K1-H8 

XJ X> XJ 1 -J J- V,/ W V/ *■/ Xi XX. 1 v X. 1 1 v 


Method 


BLASTX 


-NCBI GI 


g2661422 


BLAST score • 


261 


E value 


9.0e-23 


Match- length 


66 - 


% identitv 


79 


NCBI Descriotion 


(AJ001342) Putative S— phase— specif ic ribosomal protein 




[Arabidopsis thaliana] >gi 3096936 emb CAA18846.1 




(AL023094) Putative S— ohase— soecif ic ribosomal orotein 




r Arab "i rioos i s thaliana! 


Sea. No. 


226188 


Seq. ID 


LIB316^6-052-Pl-Kl-Al 


Method 


BLASTX 


NCBI GI 


gll74592 


BLAST score 


278 


E value 


4.0e-25 


Match length 


72 


% identity 


79 # 



NCBI Description TUBULIN ALPHA- 1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



32230 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226189 

LIB3166-052-P1-K1-A12 

BLASTX 

g3158474 

295 

9.0e-27 

75 

80 

(AF067184) aquaporin 1 



[Samanea saman] 



226190 

LIB3166-052-P1-K1-A4 

BLASTX 

g2245136 

297 

5.0e-33 

112 

66 

(Z97344) trehalose-6-phosphate synthase homolog 
[Arabidopsis thaliana] 



Seq. No; 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity - - . 

NCBI Description 



226191 

LIB3166-052-P1-K1-A7 

BLASTX 

g4164408 

602 

9.0e-63 

123 

88 

(AJ132228) amino acid carrier [Ricinus communis] 
226192 

LIB3166-052-P1-K1-A8 

BLASTX 

gl346524 

489 

1.0e-49 
103 

92 - --- -- - 

S-ADENOSYLMETHIONINE SYNTHETASE (METHIONINE 
ADENOSYLTRANSFERASE) (ADOMET SYNTHETASE) >gi_497900 
(M73430) S-adenosyl methionine synthetase [Populus 
deltoides] 



Seq. No. 

Seq. ID , 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



226193 

LIB3166-052-P1-K1-A9 

BLASTX 

gl354849 

184 

8.0e-14 
59 

64 ' 
(U57350) epoxide hydrolase [Nicotiana tabacum] 

226194 

LIB3166-052-P1-K1-B10 



32231 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g445612 

492* 

7.0e-50 

104 

91 

ribosomal protein S19 [Solanum tuberosum] 
226195 

LIB3166-052-P1-K1-B11 

BLASTX 

g2072626 

293 

2.0e-26 
79 " 
71 

(Y12904) hypothetical protein [Arabidopsis thaliana] 
>gi_3281856_emb_CAA19751_ (AL031004) Transcription factor 
II homoiog [Arabidopsis thaliana] 

226196 

LIB3166-052-P1-K1-B12 

BLASTX 

g2129944 

326 

2.0e-30 

84 

73 

RNA-binding protein RZ-1 
>gi_l 3 9 5 1 9 3_dbj _BAA1 2 0 64 

[Nicotiana sylvestris] >gi_1435062_dbj_BAA06012_ 
RNA binding protein, RZ-1 [Nicotiana sylvestris] 



wood tobacco 

(D83696) RNA-binding protein RZ- 

(D28861) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity ' 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226197 

LIB3166-052-P1-K1-B2 

BLASTX 

g2708744 

245 

6.0e-24 

121 _ . - - . , .. . - . - 

52 

(AC003952) putative Bop-like zinc finger protein 
[Arabidopsis thaliana] 

226198 

LIB3166-052-P1-K1-B5 

BLASTX 

g4457221 ; 

167 

9.0e-12 

45 

89 

(AF127797) putative bZIP DNA-binding protein [Capsicum 
chinense] 



Seq. No. 
Seq. ID 



226199 

LIB3166-052-P1-K1-B7 



32232 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4105696 

449 

8.0e-45 

116 

78 

(AF049870) beta tubulin 1 [Arabidopsis thaliana] 
226200 

LIB3166-052-P1-K1-B8 

BLASTX 

g2511574 

414 

9.0e-41 

90 

94 

(Y13176) multicatalytic endopeptidase [Arabidopsis 
thaliana] >gi_3421075 (AF043520) 20S proteasome subunit 
PAB 1 [ Ar ab i dop sis t ha 1 i ana ] 

226201 

LIB3166-052-P1-K1-B9 

BLASTX 

gl 1=6-923 

421 

1.0e-41 

123 

66 ' 

COATOMER BETA SUBUNIT . (BETA-COAT PROTEIN) (BETA-COP) 

>gi_111414_pir S13520 beta-COP protein - rat 

>gi_55819_emb_CAA4 0505_ . (X57228) beta COP [Rattus 
norvegicus] 



Seq. No. 


226202 


Seq. ID 


LIB3166-052-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2088662 


BLAST score 


145 


E value 


3.0e-09 


Match length 


4 8 , 


% identity 


"56 


NCBI Description 


(AF002109) unknown protein [Arabidopsis thaliana] 


Seq. No. 


226203 


Seq. ID 


LIB3166-052-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g4164408 


BLAST score 


450 


E value 


6.0e-45 


Match length 


99 


% identity 


85 


NCBI Description 


(AJ132228) amino acid carrier [Ricinus communis] 


Seq. No. 


226204 


Seq. ID 


LIB3166-052-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g3850111 



32233 



BLAST score 163 
E value 3.0e-ll 
Match length _ 51 
% identity 55 

NCBI Description (AL033388) hypothetical integral membrane protein, putative 
involvement in lipid metabolism [Schizosaccharomyces pombe] 



Seq. No. 


226205 


Seq. ID 


LIB31 66-052- P1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl843527 


BLAST score 


167 


E value 


9.0e-12 


Match length 


36 


% identity 


89 


NCBI Description 


(U73747) annexin [Gossypium hirsutum] 


Seq. No. 


226206 


Seq. ID 


LI.B3.166-052-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g2832677 


BLAST score 


278 


E value 


9.0e-25 


Match length 


103 


% identity 


50 


NCBI Description 


(AL021712) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


226207 


Seq. ID 


LIB3 166-0 52 -P1-K1-C8 


Method 


BLASTX 


NCBI GI 


gl843527 


BLAST score 


517 


E value 


5.0e-55 


Match length 


115 


% identity 


57 


NCBI Description 


(U73747) annexin [Gossypium hirsutum] 


Seq. No. 


226208 


Seq. ID 


LIB31 66-052- P1-K1-C9 


Method 


BLASTX 


NCBI GI - - 


g4580460 ' " 


BLAST score 


215 


E value 


1.0e-30 


Match length 


81 


% identity 


91 


NCBI Description 


(AC006081) putative 2 6S Protease Subunit 4 [Arabidopsis 




thaliana] 


Seq. No. 


226209 


Seq. ID 


LIB3166-052-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3434973 


BLAST score 


253 


E value 


8.0e-22 


Match length 


76 


% identity 


71 


NCBI Description 


(AB008106) ethylene responsive element binding factor 4 



32234 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226210 

LIB3166-052-P1-K1-D12 

BLASTX 

g3885338 

202 

5.0e-16 
61 

57 . 

(AC005623) unknown protein [Arabidopsis thaliana], 
226211 

LIB3166-052-P1-K1-D2 

BLASTX 

g4510363 

434 

5.0e-43 

92 

90 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



226212 

LIB3166-052-P1-K1-D3 

BLASTX 

gl403024 

215 

2.0e-17 

82 

55 

(Z54163) hnRNP protein [Chironomus tentans] 
226213 

LIB3166-052-P1-K1-D4 

BLASTX 

g4165323 

600 

2.0e-62 

125 _ _ . - - - 

88 ' - ' " 

(AB022442) p-type H+-ATPase [Vicia faba] 
226214 

LIB3166-052-P1-K1-D6 

BLASTX 

g2764574 

34 7 

8.0e-33 

102 

68 

(AJ001009) pore protein of 24 kD (OEP24) [Pisum sativum] 
226215 

LIB3166-052-P1-K1-D8 

BLASTX 

g832876 



32235 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



483 

8.0e-49 

100 

94 

(L41345) ascorbate free radical reductase [Solanum 

lycopersicum] >gi_1097368_prf 2113407A ascorbate free 

radical reductase [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226216 

LIB3166-052-P1-K1-D9 

BLASTX 

g3695384 

203 

5.0e-16 

60 

62 

(AF096370) contains similarity to the helix-loop-helix 
DNA-binding domain (Pfam: PF00010 HLH, E-value: 0.004 6) 
[Arabidopsis thalianaj 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226217 

LI33166-052-P1-K1-E10 

BLASTX 

g2-4 9314 6 

355 

8.0e-34 
89 - 

53 ' " h 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi_755148 
(U13669) vacuolar H+-ATPase proteolipid (16 kDa) subunit 
[Gossypium hirsutum] >gi_4519415_dbj_BAA7554 2 . 1__ (AB024275) 
vacuolar H+- ATPase c subunit [Citrus unshiu] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226218 

LIB3166-052-P1-K1-E12 

BLASTX 

g2129715 

225 

2.0e-18 

99 . . 

42 

reverse transcriptase - Arabidopsis thaliana 
retrotransposon Ta25 (fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226219 

LIB3166-052-P1-K1-E3 

BLASTX 

g3661603 

124 

1.0e-10 

74 

57 

(AF092841) ribonucleoside-diphosphate reductase large 
subunit [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



226220 

LIB3166-052-P1-K1-E5 



32236 



Method' BLASTX 

NCBI GI g4 102727 

BLAST score 14 4 

E value 5.0e-09 

Match length 75 

% identity 4 3 

NCBI Description (AF015782) blight-associated protein pl2 precursor [Citrus 

jambhiri] 

Seq. No. 226221 

Seq. ID LIB3166-052-P1-K1-E6 

Method BLASTX 

NCBI GI g349379 

BLAST score 421 

E value 2.0e-41 

Match length 128 

% identity 75 

NCBI Description (L22847) HAHB-1 [Helianthus annuus] 



Seq. No. 226222 

Seq. ID LIB3166-052-P1-K1-E8 

Method ' BLASTX 

NCBI GI g3063396 

BLAST score 4 44 

E value , 3.0e-44 

Match length 103 

% identity 81 

NCBI Description (AB012947) vcCyP [Vicia *faba] 

Seq. No. 226223 

Seq. ID LIB3166-052-P1-K1-E9 

Method BLASTX 

NCBI GI g3281846 

BLAST score 144 

E value 4.0e-09 

Match length 112 

% identity 32 

NCBI Description (AJ006404) late elongated hypocotyl [Arabidopsis thaliana] 



Seq. No. 226224 . 

Seq. ID - ~ " L1B3166-052-P1-K1-F10 

Method BLASTX 

NCBI GI gl363325 

BLAST score 328 

E value 7.0e-31 

Match length 83 

% identity 72 

NCBI Description RNA helicase HEL117 - rat >gi_8 97915 • (U2574 6) RNA helicase 

[Rattus norvegicus] 



Seq. No. 226225 

Seq. ID LIB3166-052-P1-K1-F11 

Method BLASTX 

NCBI GI g4538905 

BLAST score 529 

E value 3.0e-54 

Match length 126 



32237 
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Spa No 


226226 




Seq. ID 


LIB3166-052-P1-K1-F12 




Mp f" hoH 


BLASTX 




NPRT HT 

LN V^/ 1_) X W X 


a276494 1 




BLAST score 


369 




E value 


2.0e-35 
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Spa No 


226227 




Sea ID 


LIB3166-052-P1-K1-F2 




Method 


BLASTX 




LNV^OX VjX 


g3702332 


rl 


RT.A^JT s^otp 


270 
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k-> G • • 


226228 




O C ^ • X LJ 


LIR3166-052-P1-K1-F3 

LIU Jl \J \J \J ■J £. C X 1\X L, *J 




Method 


" BLASTX 


= 


NCBI GI 


g3341685 






270 
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67 
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nn Vnnwn nrnfpi n r ATahi Hons "is t"ha 1 i ana 1 


1=1 


Sea No . 


226229 




c Prf Tn 
oc^i x u 


LTR31 66-0 S2-P1-K1-F5 

jjiOJiuu \j *j c. .1. x rvx r 




Method 


BLASTX 




NCBI GI 


g2213867 




BLAST score. . 


..261 - . . - - - - • ' - - 




P. Vfl 1 lip 

i-j v a. x u.e 


1.0e-45 




Ma f r<h 1 pnnfh 


127 




9fc "i Honf i t*w 
o XUCI1LX L_y 


77 




NPRT Tlpsm 1 "! nt 1 i on 


(AFOO^I^d^ f rnrt" osp— b*i nhosnhat p aldolase rMpsembrvantheiniini 






pruci*al 1 lnnml 
L*x y a u-ctxx xi iixiu j 




Sea No 


226230 




Seq. ID 


LIB3166-052-P1-K1-F7 




Mpt" hoH 


RT.A^TX 




NCBI GI 


g3334322 




BLAST score 


429 




E value 


2.0e-42 




Match length 


83 




% identity 


96 




NCBI Description 


GTP-BINDING PROTEIN SAR1B >gi_21083"4 7 (U55036) small 






GTP-binding protein Bsarlb [Brassica rapa] 



32238 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226231 

LIB3166-052-P1-K1-F9 

BLASTX 

g399046 

284 

1.0e-25 

106 

54 

ADENINE PHOS PHORI BOS YLTRANS FERASE 1 (APRT) 

>gi_99657_pir S20867 adenine phosphoribosyltransf erase (EC 

2.4.2.7) - Arabidopsis thaliana >gi_16164_emb_CAA414 97_ 
(X58640) adenine phosphoribosyltransf erase [Arabidopsis 
thaliana] >gi_433050 (L19637) adenine 
phosphoribosyltransf erase [Arabidopsis thaliana] 
>gi_3935182 (AC004557) F17L21.25 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
*E value 
Match length 
% identity 
NCBI Description 



226232 

LIB3166-052-P1-K1-G1 



g3281858 
222 

3.0e-18 

50 

86 

(AL031004) 
thaliana] 



ribosomal'protein S6 - like [Arabidopsis 



y s 

s 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

*% identity 

NCBI Description 



226233 

LIB3166-052-Pl r Kl-Gll 

BLASTX 

gl763063 

221 

5.0e-18 

101 

49 

(U68763) SCOF-1 [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI G I 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226234 

LIB3166-052-P1-K1-G12 

BLASTX _ . _ .. . . ... - -- - - - 

g951427 
559 

1.0e-57 

120 

88 

(M59857) stearoyl-acyl-carrier protein desaturase [Ricinus 
communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226235 

LIB3166-052-P1-K1-G2 

BLASTX 

g4574320 

239 

3.0e-20 

74 

69 

(AF117224) wound-induced protein WI12 [Mesembryanthemum 



32239 



crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226236 

LIB3166-052-P1-K1-G3 

BLASTX 

g3643603 

245 

4.0e-26 

116 

54 

(AC005395) unknown protein [Arabidopsis thaliana] 
226237 

LIB3166-052-P1-K1-G4 

BLASTX 

g3831444 

398 

8.0e-39 

109 

72 

(AC005819) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



226238 

LIB3166-052-P1-K1-G6 

BLASTX 

g3283072 

374 

5.0e-36 

124 

62 

(AF056022) p60 katanin [Homo sapiens] 
226239 

LIB3166-052-P1-K1-G7 

BLASTX 

g2245005 

298 

3.0e-27 

77 

81 _ _ ... . . . - - 

" (Z97341) hypothetical protein [Arabidopsis thaliana] 

226240 

LIB3166-052-P1-K1-G9 

BLASTX 

g3868758 

465 

1.0e-46 

122 

70 

(D89802) elongation factor IB gamma [Oryza sativa] 
226241 

LIB3166-052-P1-K1-H1 

BLASTX 

g3882081 

613 



32240 



E value 
Match length 
%" -identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq . No , 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method- 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-64 

124 

33 

(AJ012552) polyubiquitin [Vicia faba] 
226242 

LIB3166-052-P1-K1-H10 

BLASTX 

g3183088 

240 

2.0e-20 

70 

64 

PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 

(LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea >gi_4 99034_emb_CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 

226243 

LIB3166-052-P1-K1-H12 

BLASTX 

gl36636 

568 

9.0e-59 

107 

97 

UBIQUITIN-CONJUGATING ^ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir S43781 ubiquitin-conj ugating enzyme UBC1 - 

Arabidopsis thaliana >gi_4 42594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E . C . 6 . 3 . 2 . 19) >gi_2981894_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 

226244 

LIB3166-052-P1-K1-H2 
BLASTX 

g3095075 _ ..... _ __ - .• - - - - - 

17 9 

4.0e-13 

113 

37 

(AF031471) pollen allergen [Juniperus oxycedrus] 
226245 

LIB3166-052-P1-K1-H4 

BLASTX 

gl330399 

169 

6.0e-12 

77 

44 

(U58762) coded for by C. elegans cDNA yk27e9.5; coded for 
by C. elegans cDNA yk27e9.3 [Caenorhabditis elegans] 



32241 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-226246 

LIB3166-052-P1-K1-H6 

BLASTX 

g3426043 

368 

3.0e-35 

120 

62 

(AC005168) putative choline kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226247 

LIB3166-052-P1-K1-H8 

BLASTX 

g3540181 

187 

3.0e-14 

59 

56 

(AC004122) Unknown protein [Arabidopsis thaliana'J 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226248 

LIB3166-053-P1-K1-A10 

BLASTX 

g3785989 

462 

2.0e-46 
104 
8 6 

(AC005560) unknown protein [Arabidopsis thaliana] 
226249 

LIB3166-053-P1-K1-A12 

BLASTX 

g4415931 . 

222 

4.0e-18 

99 

51 

(AC006418) unknown protein [Arabidopsis thaliana] 

>gi_4 559393_gb_AAD23053 . 1_AC00_6_526_18 _ (AC006526) unknown 

protein [Arabidopsis thaliana] 



Seq. No. 226250 

Seq. ID LIB3166-053-P1-K1-A2 

Method BLASTX 

NCBI GI g3540181 

BLAST score 148 

E value 1.0e-09 

Match length 91 

% identity 44 

NCBI Description (AC004122) Unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method ' 
NCBI GI 
BLAST score 



226251 

LIB3166-053-P1-K1-A6- 

BLASTX 

gl44985 

175 



32242 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-12 

120 

29 

(M25819) phosphoenolpyruvate carboxylase [Corynebacterium 
glutamicum] 



226252 

LIB3166-053-P1-K1-A7 

BLASTX 

g441457 

277 

7.0e-25 

66 

79 

(X73419) ubiquitin conjugating enzyme E2 
esculentum] 



[Lycopersicon 



Seq. No. 



226253 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2662341 

565 

2 . Oe-58 

120 

92 

(D63580) EF-1 alpha [Oryza sativa] 

>gi_2662345_dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2662347_dbj_BAA23660_ (D63583) EF-1 alpha 
[Oryza sativa] 



Seq. No. 


226254 


Seq. ID 


LIB3166-053-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g4490341 


BLAST score 


327 


E value 


2.0e-30 


Match length 


72 


% identity 


85 


NCBI Description 


(AL035656) putative protein 


Seq. No. 


226255 


Seq. ID 


LIB3166-053-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g2894606 


BLAST score 


133 


E value 


1.0e-ll 


Match length 


102 


% identity 


40 


NCBI Description 


(AL021889) putative protein 


Seq. No. 


226256 


Seq. ID 


LIB3166-053-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g3549666 


BLAST score 


348 


E value 


6.0e-33 


Match length 


83 



32243 



% identity 


81 


NCBI Description 


(AL031394) putative protein [Arabidopsis thaliana] 


Seq. No. 


226257 ' ... . 


Seq. ID 


LIB3166-053-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g3288883 


BLAST score 


372 


E value 


8.0e-36 


Match length 


102 


% identity 


74 


NCBI Description 


(AB015431) SAR DNA binding protein [Oryza sativa] 


Seq. No. 


226258 


Seq. ID 


LIB3166-053-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


gll68191 


BLAST score 


377 


E value 


9.0e-42 


Match length 


108 


% identity 


87 


NCBI Description 


14-3-3-LIKE PROTEIN 4 (PBLT4) >gi 1362089 pir S57272 


14—3-3 brain protein homolog (clone pBLT4) — tomato 




>gi 466336 (L29150) 14-3-3 protein homologue • [Solanum 




ly coper sicum] >gi 1090847 prf 2019487B 14-3-3 protein 




[Lycopersicon esculentum] ** 


Seq. No. 


226259 


Seq. ID 


LIB3166-053-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g2465434 


BLAST score 


323 


E value 


4 . Oe-30 


Match lencrth 


71 


% identity 


86 


NCBI Description 


(AF022142) flavanone 3beta-hydroxylase [Petunia x hybrida 


Seq. No. 


226260 


Seq. ID 


LIB3166-053-P1-K1-D12 


Method 


BLASTX . v _. - - - - • - 


NCBI GI " 


g2 4 64855 


BLAST score 


139 


E value 


1.0e-08 


Match lencrth 


37 


% identity 


68 


NCBI Description 


(Z99707) inyb-related protein [Arabidopsis thaliana] 


Seq. No. 


226261 


Seq. ID 


LIB3166-053-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2465925 


BLAST score 


334 


J— I V ul UC 


3 Oe-31 


Match length 


128 - 


% identity 


54 


NCBI Description 


(AF024649) receptor-like serine/threonine kinase 




[Arabidopsis thaliana] 




32244 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match J.ength 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match "~ length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



226262 

LIB3166-053-P1-K1-D3 

BLASTX 

g4454484 

508 

1.0e-51 

127 

80 

(AC006234) putative diacylglycerol kinase [Arabidopsis 
thaliana] 

226263 

LIB3166-053-P1-K1-D4 

BLASTX 

g3650028 

196 

4.0e-15 

63 
59 

(AC005396) putative 22 kDa peroxisomal membrane protein 
[Arabidopsis thaliana] 

226264 

LIB3166-053-P1-K1-D8 

BLASTX 

g2829869 

266 

2.0e-23 

83 

65 

(AC002396) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 

226265 

LIB3166-053-P1-K1-E1 

BLASTX 

gl850968 

439 

1.0e-43 . . ..„„ . - - - 

125 

65 

(U79733) Hslpro-1 [Beta procumbens] 
226266 

LIB3166-053-P1-K1-E12 

BLASTX 

g3158474 

413 

1.0e-40 

105 

68 

(AF067184) aquaporin 1 [Samanea saman] 
226267 

LIB3166-053-P1-K1-E2 
BLASTX 



32245 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl31397 
254 

6.0e-22 

116 

52 

OXYGEN- EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 



KD 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226268 

LIB3166-053-P1-K1-E3 

BLASTX 

gl362152 

550 

1.0e-56 

120 

88 

ribosomal protein S6 kinase homolog (clone Aspkll) - oat 
>gi_87198 6_emb_CAA56313_ (X79992) putative pp70 ribosomal 
protein S6 kinase [Avena sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226269 

LIB3166-053-P1-K1 

BLASTX 

g3193316 

150 

5.0e-10 

87 

45 

(AF069299) 
epimerases 



-E5 



contains similarity to nucleotide sugar 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBIGI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226270* 

LIB3166-053-P1-K1-E7 

BLASTX _ . .... . . -- -- - — - 

g4490705 
496 

3.0e-50 

116 

86 

(AL035680) ribosomal protein L14-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226271 

LIB3166-053-P1-K1-F1 

BLASTX 

g541847 

301 

2.0e-27 

99 

63 

alcohol dehydrogenase 



(EC 1.1.1.1) - Arabidopsis thaliana 



32246 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226272 

LIB3166-053-P1-K1-F10 

BLASTX 

g3786314 

250 

1.0e-21 

86 
57 

(AB012141) translation elongation factor3 [Candida 
glabrata] 

226273 

LIB3166-053-P1-K1-F2 

BLASTX 

g4539301 

423 

1.0e-41 

110 

73 

(AL049480) putative mitochondrial protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length — 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226274' 

LIB3166-053-P1-K1-F4 

BLASTX 

g4321762 

177 

3.0e-13 

81 

48 

(AF061107) transcription factor MYC7E [Zea mays] 
226275 

LIB3166-053-P1-K1-F7 

BLASTX 

g2500115 

387 

1.0e-37 

90 - - - - — ■■ 

82 

GLUTATHIONE REDUCTASE, CHLOROPLAST PRECURSOR (GR) (GRASE) 
>gi_529375_dbj_BAA07108_ (D37870) Glutathione Reductase 
precursor [Spinacia oleracea] 

226276 

LIB3166-053-P1-K1-F8... 

BLASTX 

gl362067 

598 

3.0e-62 

124 . ; . 

94 

small GTP-binding protein - garden pea 

>gi_871508_emb_CAA90082_ (Z49902) small GTP-binding protein 
[Pisum sativum] 



32247 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226277 

LIB3166-053-P1-K1-F9 

BLASTX 

g.1055130 

163 

1.0e-ll 

76 

46 

(U39998) coded for by C. elegans cDNA yk92bll.3; coded for 
by C. elegans cDNA yk92bll.5; coded for by C. elegans cDNA 
yk78c2.5;- coded for by C. elegans cDNA cm9a8; coded for by 
C. elegans cDNA yk66h8.3; coded for by C. elegans cDNA 
yk78c2.3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226278 

LIB3166-053-P1-K1-G10 

BLASTX 

gl345919 

603 

7.0e-63 

124 

94 

APOCYTOCHROME F PRECURSOR >gi_984315 
precursor [Glycine max] 



(U26948) cytochrome f 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226279 

LIB3166-053-P1-K1-G11 

BLASTX 

g3550454 

195 

1.0e-15 

44 

82 

*(AF085820) alcohol dehydrogenase A [Gossypium barbadense] 
>gi_3550458 (AF085821) alcohol dehydrogenase A [Gossypium 
barbadense] >gi_3551965 (AF085064) alcohol dehydrogenase A 
[Gossypium hirsutum] >gi_3551967 (AF085065) alcohol 
dehydrogenase A [Gossypium hirsutum] >gi_3551971 (AF085067) 
alcohol dehydrogenase A [Gossypium hirsutum] >gi_3551975 
(AF085069) alcohol— dehydrogenase A [Gossypium hirsutum]- • 
>gi_3551977 (AF085070) alcohol dehydrogenase A [Gossypium 
hirsutum] >gi_4140594 (AF090146) alcohol dehydrogenase A 
[Gossypium hirsutum] >gi_4140604 (AF090151) alcohol 
dehydrogenase A [Gossypium hirsutum] >gi_4140606 (AF090152) 
alcohol dehydrogenase A [Gossypium hirsutum] >gi_4 140608 
(AF090153) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_4140610 (AF090154) alcohol dehydrogenase A [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI' GI 
BLAST score 
E value 
Match length 
% identity 



226280 

LIB3166-053-P1-K1-G12 

BLASTX 

g70642 

421 

1.0e-41 

103 

18 



32248 



NCBI. Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ubiquitin precursor - Arabidopsis thaliana 

>gi_17 678_emb_CAA31331__ (X12853) polyubiquitin (AA 1 - 382) 
[Arabidopsis thaliana] >gi_987519 (U33014) polyubiquitin 

[Arabidopsis thaliana] >gi_2264 99_prf 1515347A 

poly-ubiquitin [Arabidopsis thaliana] 

226281 

LIB3166-053-P1-K1-G2 

BLASTX 

g68200 

487 

3.0e-49 

124 

81 

fructose-bisphosphate aldolase {EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 

226282 

LIB3166-053-P1-K1-G3 

BLASTX 

g3868758 

405 

1.0e-39 

101 
7 4 

(D89802) elongation factor IB gamma [Oryza sativa] 
226283 

LIB3166-053-P1-K1-G5 

BLASTX 

g2462762 

185 

6.0e-14 

64 

55 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226284 - - - - 

LIB3166-053-P1-K1-G6 

BLASTX 

gl944216 

386 

1.0e-37 

84 

86 

(D8424 6) alcohol dehydrogenase [Arabidopsis thaliana] 



Seq. No. 226285 

Seq. ID LIB3166-053-P1-K1-G7 

Method BLASTX 

NCBI GI g2842485 

BLAST score 152 

E value 4 .0e-10 

Match length 80 

% identity 41 



32249 



NCBI Description 



(AL021749) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226286 

LIB3166-053-P1-K1-G8 

BLASTX 

gl871192 

203 

6.0e-16 

73 

55 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value, _ 

Match length 

% identity 

NCBI Description 



226287 

LIB3166-053-P1-K1-H11 

BLASTX 

g3334259 

461 

3 . Oe-4 6 

116 

79 

WD-40 REPEAT PROTEIN MSI4 >gi_2599092 (AF028711) WD-40 
repeat protein MSI4 [Arabidopsis thaliana] 

226288 

LIB3166-053-P1-K1-H12 

BLASTX 

g2832625 

362 

1.0e-34 

127 • 
50 

(AL021711) putative, protein [Arabidopsis thaliana] 
226289 

LIB3166-053-P1-K1-H3 

BLASTX 

g3367515 

381 

8.0e-37 _ . _ .__ ... . . . - - -- - - - - 

97 
72 

(AC004392) Similar to 

glucose- 6-phosphate /phosphate- trans locator (GPT) 
gb_AF020814 from Pisum sativum. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity,, 

NCBI Description 



226290 

LIB3166-053-P1-K1-H6 

BLASTX 

g4249385 

434 

3.0e-43 

79 

96 

(AC005966) T2K10.11 [Arabidopsis thaliana] 



Seq. No. 



226291 



32250 



Seq. ID- LIB3166-054-P1-K1-A5 

Method- BLASTX 

NCBI GI g2879811 

BLAST score 339 

E value 4 ,0e-32 ' 

Match length 71 

% identity 94 

NCBI Description (AJ223316) ribosomal protein L30 [Lupinus luteus] 

Seq. No. 226292 

Seq. ID LIB3166-054-P1-K1-A9 

Method BLASTX 

NCBI GI g3068717 

BLAST score 4 32 

E value 9.0e-43 

Match length 116 

% identity 72 

NCBI Description (AF04 9236) unknown [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226293 

LIB3166-054-P1-K1-B10 
BLASTX 

g3023190 ' ..• 

288 

3.0e-26 

69 

84 

14-3-3-LIKE PROTEIN 16R >gi_1888459_emb_CAA72381_ 
14-3-3 protein [Solanum tuberosum] 



(Y11685) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ^ 

NCBI Description 



226294 

LIB3166-054-P1-K1-B12 

BLASTX 

g417154 

230 

3.0e-19 

80 

65 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein* 82 _- rice (strain JTaichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226295 

LIB3166-054-P1-K1-B2 

BLASTX 

g3894385 

169 

5.0e-12 

112 

4 

(AF053994) Hcr2-0A [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



226296 

LIB3166-054-P1-K1-B3 

BLASTX 

gl934730 



32251 



BLAST score 207 

E value 2.0e-16 

Match length 73 • 

% identity 52 . . 

NCBI Description (U95036) germin-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226297 

LIB3166-054-P1-K1-B6 

BLASTX 

g4455278 

202 

5.0e-16 

90 

41 

(AL035527) hypothetical protein [Arabidopsis thaliana] 
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P \TA 1 IIP 


3 . Oe-25 




72 


% identity 


71 


NCBI Description 


(AC005106) T25N20.12 [Arabidopsis thaliana] 


Seq. No. 


226299 


Seq. ID 


LIB3166-054-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g289920 


BLAST score 


523 


E value 


1.0e-53 


Match length 


103 


% identity 


64 


NCBI Description 


(L07119) chlorophyll A/B binding protein [Gossypium 




hirsutum] 


Seq. No. 


226300 


Seq. ID 


LIB3166-054-P1-K1-C11 


Method _ _ . . 


_BLASTX_. . ... - ----- -- • 


NCBI GI 


g3860323 


BLAST score 


210 


E value 


6.0e-17 


Match length 


63 


% identity 


65 


NCBI Description 


(AJ012688) hypothetical protein [Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226301 

LIB3166-054-P1-K1-C6 

BLASTX 

g4580513 

385 

2.0e-37 

104 

72 

(AF036300) scarecrow-like 



1 [Arabidopsis thaliana] 



32252 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226302 

LIB3166-054-P1-K1-C9 

BLASTX 

g3212869 

490 - 

1.0e-49 

106 

86 

(AC004005) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



226303 

LIB3166-054-P1-K1-D10 

BLASTX 

gl00616 

367 

2.0e-35 

82 

82 



NCBI Description ribulose-bisphosphate carboxylase activase B precursor - 
barley >gi_167093 (M55448) ribulose 1, 5-bisphosphate 
carboxylase activase [Hordeum vulgare] >gi_167095 (M55449) 
ribulose 1, 5-bisphosphate carboxylase activase [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226304 

LIB3166-054-P1-K1-D11 

BLASTX ' 

g4539301 

226 

4.0e-19 

60 

68 

(AL049480) putative mitochondrial protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E' value 

Match length 

% identity 

NCBI Description 



226305 

LIB3166-054-P1-K1-D2 

BLASTX . 

g3552003 

601 . _ _ . __ . - - - - - - - - 

1.0e-62 

113 

99 

(AF085083) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_3552005 (AF085084) alcohol dehydrogenase A [Gossypium 
hirsutum] >gi_3552007 (AF085085) alcohol dehydrogenase A 
[Gossypium hirsutum] >gi_4140632 (AF090165) alcohol 
dehydrogenase A [Gossypium hirsutum] >gi_4 140634 (AF090166) 
alcohol dehydrogenase A [Gossypium hirsutum] >gi_4140636 
(AF090167) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_4140638 (AF090168) alcohol dehydrogenase A [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



226306 . 

LIB3166-054-P1-K1-D8 

BLASTX 

g439489 



32253 



BLAST score 


183 


F! va 1 hp 

Xj V uX LI 


1.0e-13 


Ma i" ph 1 onnf" h 


84 






NCBI DescriDtion 


(D26084) zinc-finger DNA binding protein [Petunia x 




Lly kJJ — L Ltd J 


Sea No. 


226307 


Sea ID 


LIB31 66-054 -PI -K1-D9 


Method 


BLASTX 


NCBI GI 


g2924792 


BLAST score 


446 


F* va 1 hp 


1 . 0e-44 




101 


% idpntitv 


79 




( AC0C] 1 ? "^"^4 ) <?i mi 1 t~ 0 ^vnflntnhrpvi n rArahi Hons is fhs 1 i ana 1 

J Jt / OXILIXXOX L. ^ O jrllOL^ UUJJX U V Xll L CI Xv* X UU^J O -L O L. 1 luX _L Cll la J 


Sea. No. 


226308 


Seq. ID 


LIB31 66-054 -Pl-Kl-ElO 


Mp "h hoH 
nc l. 1 1 l> lx 


RLASTX 

XJ XJxl X z\ 


NCBI GI 


gl928981 


BLAST score 


325 


F 1 va 1 np 


1 . Oe-30 


L"J CI L- L* i 1 _LdiyL.il 


72 


9fc ^HoT*l■l~'^^"\/■ 
X) _L 1 L. x l. y 


90 


NPRT Dp sprint* ion 


(1)92651) tonoolast intrinsic Drotein bobTIP26-l TBrassica 




nl prappa va t~ hoi - T*vi~ i 


Sea No 


226309 


Seq. ID 


LIB3166-054-P1-K1-E2 


Mpt hod 


BLASTX 


NCBI GI 


g3901012 


BLAST score 


369 


F 1 v^l hp 

Xj V C1XUC 


2 . Oe-35 


Mafph Ipncrfh 


93 


9fc i HptiI" i 


72 
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c TTa "t" i pal 
oyi V O. 1 L L-U J 


Seq. No. 


226310 _ . ... _ 


Seq.- ID — • - 


LIB31 66-054 -P1-K1-E3 


Mpt hod 


BLASTX 


NCBI GI 


g4102859 


BLAST score 


505 


F va 1 hp 
i—i v a. x. lxc 


3 0e-56 


Mafrh 1 pnfifh 


128 


% "i HpttI" 1 




NPRT Dpcrrinl""! on 


(AF016R9?) rvffinl asnii p snnprnxidp Hi smut asp 1 fPonultis 




t" romi 1 1 o"i HpcI 

L-X ClllUX UXUCO J 


Seq. No. 


226311 


Seq. ID 


LIB3166-054-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g4544460 


BLAST score 


139 


E value 


1.0e-08 


Match length 


48 



32254 



% identity 

NCBI Description 



52 

(AC006592) ' putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq.* No. 


226312 


Seq. ID 


LIB31 66-054 -P1-K1-E9 


Met hod 


BLASTX 


NCBI GI 


al076715 


BLAST score 


187 


E value 


3.0e-14 


Match lencrth 


63 


% identity 


54 


NCBI Descriotion 


abscisic acid— induced Drotein HVA22 — barlev >ai 40^ 




(L19119) A22 [Hordeum vulgare] 


Seq. No. 


226313 


Seq. ID 


LIB31 66-054 -PI -Kl-Fll 


Mpt" h oH 


BLASTX 


NCBI GI 


„1 -7 o c ;.q c i p 

y JL / W V — / %J Q 


BLAST score 


507 


F" 1 IIP 


9 . 0e-52 


Match length 


97 


% identity 


97 


NCBI Description 


(U58284) cellulose synthase [Gossypium hirsutum] 


Seq. No. 


226314 


Sea ID 


LIB31 66-054 -P1-K1-F3 

JLJ -1. ^-J .JL %/ V V ^/ A L JL IV X I. 


Mpt h nd 

1 L 11 \+r vi 


BLASTX 


NCBI GI 


a2961346 


BLAST score 


358 


E va lue 

i-j v a ^ la ^ 


2 0e-34 


Mafph 1 pnrrth 

liu LV/11 -L i 1 \^ Lll 


98 


% identity 


67 


NCBI Description 


(AL022140) pect inesterase like protein [Arabidopsis 




thaliana] 


Sea No. 


226315 


Sea. ID 


LIB3166-054-P1-K1-F7 

JLJ JL J— ' ^/ JL v w w ^ JL AV JL I, f 


Method 


BLASTX 


NCBI GI 


a4 53934 4 


BLAST score 


267 


E va 1 up 


9 . 0e-24 


Match length 


80 


% identity 


68 


NCBI Description 


(AL035539) putative protein [Arabidopsis thaliana] 


Seq. No. 


226316 


Seq. ID 


LIB3166-054-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


gl353352 


BLAST score " 


335 


E value 


1.0e-31 


Match length 


98 


% identity 


61 


NCBI Description 


(U31975) alanine aminotransferase [Chlamydomonas 




reinhardtii] 



32255 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226317 

LIB3166-054-P1-K1-G11 

BLASTX 

gl353352 

247 

3.0e-21 

77 

58 

(U3197 5) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



226318 

LIB3166-054-P1-K1-G12 

BLASTX 

g4539452 

336 

8. Oe-32 

84 

76 

(AL04 9500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

226319 * 

LIB3166-054-P1-K1-G4 

BLASTX 

g4220482 

182 

1.0e-13 

70 

53 

(AC006069) hypothetical protein [Arabidopsis thaliana] 
226320 

LIB3166-054-P1-K1-G8 
BLASTX 
gl527191 
"301 
1.0e-27 
67 

84 .... - - - - - - - - 

(U678 61) 1-aminocyclopropane-l-carboxylate oxidase 
[Pelargonium x hortorum] 

226321 

LIB3166-054-P1-K1-G9 

BLASTX 

g3550440 

262 

3.0e-23 

79 

71 

(AF085816) alcohol dehydrogenase A [Gossypium barbadense] 
226322 

LIB3166-054-P1-K1-H1 

BLASTX 

g2129915 



32256 



BLAST score 
E value 
•Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

•BLAST score 

E^. value 

Match length 

% identity 

NCBI Description 



150 

6l'tie-10 

59 

54 

ferredoxin precursor - sweet orange 

>gi_1360725_emb_CAA87068_ (Z46944) non-photosynthetic 
ferredoxin [Citrus sinensis] 

226323 

LIB3166-054-P1-K1-H10 

BLASTX 

g4538929 

257 

2.0e-22 

110 

55 

(AL049483) putative nucleic acid binding protein 
[Arabidopsis thaliana] 

226324 

LIB3166-054-P1-K1-H11 

BLASTX 

g4455364 

356 

5.0e-34,„ 
89 

(AL035524) senescence-associated protein-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226325 

LIB3166-054-P1-K1-H2 

BLASTX 

g3183088 

176 

5.0e-13 

51 

63 

PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 
(LTP) >gi 629658 pir S47084 lipid transfer like protein - 
cowpea >gi_4 99034_emb_CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 

226326 

LIB3166-054-P1-K1-H4 

BLASTX 

gll9150 

295 

4.0e-31 

82 

88 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_82081_pir S10507 translation elongation factor eEF-1 

alpha chain - tomato >gi_19273_emb_CAA32618_ (X14449) EF 
1-alpha (AA 1-448) [Lycopersicon esculentum] 
>gi_295810_emb_CAA37212_ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] 



32257 



Seq. No. 


226327 


Seq. ID 


LIB3166-054-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g4455208 


BLAST score 


461 


E value 


2 . Oe-46 


Match length 


101 


% identity 


86 


NCBI Description 


(AL035440) putative protein [Arabidopsis thaliana] 


Seq. No. 


226328 


Seq. ID 


LIB3166-054-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g4220477 


BLAST score 


166 


E value 


7 . Oe-12 


Match length 


77 


% identity 




NCBI Description 


(AC006069) unknown protein [Arabidopsis thaliana] 


Seq. No. 


226329 


Seq. ID 


LIB3166-054-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g244.4178 


BLAST score 


271 


E value 


3.0e-24 , 


Match length 


91 


% identity 


67 


NCBI Description 


(U94 784) unconventional myosin [Helianthus annuus] 


Seq. No. 


226330 


Seq. ID 


LIB3166-055-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3337350 


BLAST score 


42"8 


E value 


2.0e-42 


Match length 


102 


% identity 


80 


NCBI Description 


(AC004 481) putative permease. [Arabidopsis thaliana] 


Seq. No. 


226331 


Seq. ID 


LIB3166-055-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g2995384 


BLAST score 


186 


E value 


4 . 0e-14 


Match length 


65 


% identity 


62 


NCBI Description 


(AJ004810) cytochrome P450 monooxygenase [Zea mays] 


Seq. No. 


226332 


Seq. ID 


LIB3166-055-P1-K1-A6 


Method 


. BLASTX 


NCBI GI 


g4204294 


BLAST score 


416 


E value 


7.0e-41 



32258 



Match length 

% identity 

NCBI Description 



123 
73 

(AC003027) lcl__prt__seq No definition line found 
[Arabidopsis thaliana] 



Sea No 


226333 


Seq. ID 


LIB3166-055-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g!220196 


BLAST score 


475 


E value 


8.0e-48 


Match length 


117 


% identity 


82 


NCBI Description 


(U49061) alcohol dehydrogenase 


Seq. No. 


226334 


Seq. ID 


LIB3166-055-P1-K1-A8 


Mpt hod 


BLASTX 


NCBI GI 


ol73251 1 


BLAST score 


463 




2 . Oe-46 


Match lencrth 


100 


% identity 


85 


NCBI Description 


(U62742) Ran binding protein 1 




thaliana] 


Seq. No. 


226335 


Seq. ID 


LIB3166-055-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2129471 


BLAST score 


524 


E value 


1.0e-53 


Match length 


128 


% identity 


81 



NCBI Description 



Seq. No. 

Seq. _ ID . _ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) 
precursor - Scotch pine >gi_1100223 (L32560) 
glyceraldehyde-3-phosphate dehydrogenase [Pinus sylvestris] 

226336 

.LIB3166-055-P1-K1-B10 _ . - - - 

BLASTX 

gl850546 

329 

9.0e-31 

86 

79 

(U88045) syntaxin related protein AtVam3p [Arabidopsis 
thaliana] 

226337 

LIB3166-055-P1-K1-B11 

BLASTX 

g4544409 

430 

1.0e-42 

116 

69 



32259 



NCBI Description 



(AC006955) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. _ 

E value 

Match length 

% identity 

NCBI Description 



226338 

LIB3166-055-P1-K1-B12 

BLASTX 

g3249066 

436 

3.0e-43 

120 

72 

(AC004473) 
gb_984964. 



Similar to S. cerevisiae SIK1P protein 
ESTs gb_F15433 and gb_AA395158 come from this 



gene. [Arabidopsis thaliana] 
226339 

LIB3166-055-P1-K1-B2 

BLASTX 

g!220196 

152 

3.0e-10 

80 

46 

(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 
226340 

LIB3166-055-P1-K1-B4 

BLASTX 

g3068717 

427 

3.0e-42 

131 

60 

(AF049236) unknown [Arabidopsis thaliana] 
226341 

LIB3166-055-P1-K1-C1 

BLASTX 

g228210 

39.6 . . . , _ . ... . . 

1.0e-38 

113 

68 

granule-bound starch synthase [Solanum tuberosum] 



Seq. No. 226342 

Seq. ID LIB3166-055-P1-K1-C10 

Method BLASTX 

NCBI GI g2791834 

BLAST score 385 

E value 3.0e-43 

Match length 94 

% identity 97 

NCBI Description (AF041463) elongation factor 1-alpha [Manihot esculenta] 

Seq. No. 226343 

Seq. ID LIB3166-055-P1-K1-C11 



32260 



Method 


BLASTX 


NCBI GI 


g4432866 


BLAST score 


142 


E value 


9.0e-09 


Match length 


121 


% identity 


31 


NCBI Description 


(AC006300) putative reverse transcriptase [Arabidopsis 




thaliana ] 


Seq. No. 


226344 


Seq. ID 


LIB3166-055-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2370232 


BLAST score 


225 


E value 


6. Oe-36 


Match length 


112 


% identity 


71 


NCBI Description 


(AJ001341) Dutative acvl— CoA oxidase fHordeum vulaarel 


Seq. No. 


226345 


Seq. ID 


LIB3166-055-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl946369 * 


BLAST score 


197 


E value 


3.0e-15 


Match lenath 

L X U X 1 .X. w 1 X ^ Uill 


78 


% identity 


50 


NCBI Description 


(U93215} unknown Drotpin f ArahidoD^ i thai i anal 


Seq. No. 


226346 


Seq. ID 


LIB3166-055-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


gll74149 


BLAST score 


143 


E value 


6.0e-09 


Match length 


51 


% identity 


82 


NCBI Description- 


(U44104) small GTP bindina orotein Rab7 ("Homo saoiensl 


Seq. No. 


22.6347 .. .. _ . _ . 


Seq. ID 


LIB3166-055-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g3551983 


BLAST score 


704 


E value 


1.0e-74 


Match length 


129 


% identity 


98 



NCBI Description (AF085073) alcohol dehydrogenase A [Gossypium hirsutum] 

>gi_3551985 (AF085074) alcohol dehydrogenase A [Gossypium 
hirsutum] >gi_3551987 (AF085075) alcohol dehydrogenase A 
[Gossypium hirsutum] >gi_3551989 (AF085076) alcohol 
dehydrogenase A [Gossypium hirsutum] >gi_4 140602 (AF090150) 
alcohol dehydrogenase A [Gossypium hirsutum] >gi_414 0612 
(AF090155) alcohol dehydrogenase A [Gossypium hirsutum] 
>gi_4140614 (AF090156) alcohol dehydrogenase A [Gossypium 
hirsutum] >gi_4140616 (AF090157) alcohol dehydrogenase A 
[Gossypium hirsutum] 



32261 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226348 

LIB3166-055-P1-K1-C7 

BLASTX 

g464707 

574 

Z.0e-59 

117 

96 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434 34 3_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_4 34 345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226349 

LIB3166-055-P1-K1-C9 

BLASTX 

gl20669 

245 

2.0e-21 

69 

70 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glycer aldehyde- 3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
'3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226350 . __ - - . • — - 

LIB3166-055-P1-K1-D10 

BLASTX 

g3776559 

303 

1.0e-27 

114 

55 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



226351 

LIB3166-055-P1-K1-D11 

BLASTX 

g3402684 

572 



32262 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description' 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 

NCBI GI <• 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-59 

130 

79 

(AC004 697) hypothetical protein [Arabidopsis thaliana] 
226352 

LIB3166-055-P1-K1-D2 

BLASTX 

g2769642 

4 05 

9.0e-40 

101 

76 

(Z97215) nine-cis-epoxycarotenoid dioxygenase [Lycopersicon 
esculentum] 

226353 

LIB3166-055-P1-K1-D3 

BLASTX 

g3355467 

275 

2.0e-24 

129 

40 

"(AC004218) hypothetical protein [Arabidopsis thaliana] 
226354 

LIB3166-055-P1-K1-E10 - - 

•BLASTX 
g2961357 
574 

2.0e-59 

128 

82 

(AL022140) putative protein [Arabidopsis thaliana] 
226355 

LIB3166-055-P1-K1-E11 - 
BLASTX 

g34 0275.0. _ 
212 

5.0e-17 

102 

46 

(AL031187) putative protein [Arabidopsis thaliana] 
226356 

LIB3166-055-P1-K1-E12 

BLASTX 

g586004 

570 

6.0e-59 

116 

90 

SUPEROXIDE DISMUTASE [CU-ZN] >gi_421962_pir S34267 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) - sweet potato 
>gi_542090_pir S40404 superoxide dismutase (EC 1.15.1.1) 



32263 



(Cu-Zn) - sweet potato >gi_311971_emb_CAA51654_ (X73139) 
superoxide dismutase [Ipomoea batatas] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226357 

LIB3166-055-P1-K1-E2 

BLASTX 

gl32168 

463 

2.0e-46 

115 

74 

RIBULOSE BISPHOSPHATE CARBOXYLASE/OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_81488_pir A31082 

ribulose-bisphosphate carboxylase activase precursor - 
spinach >gi_170129 (J03610) rubisco activase precursor 
[Spinacia oleracea] 



Seq. No. 


226358 


Seq. ID 


LIB-3 166-05 5-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g4376815 


BLAST score 


236 


E value 


8.0e-20 


Match length 


123 


% identity 


37 


NCBI Description 


(AE001637) GutQ/KpsF Family Sugar-P Isomerase [CI 




pneumoniae] 


Seq. No. 


226359 


Seq. ID 


LIB3166-055-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


gl321661 


BLAST score 


351 


E value 


3.0e-33 


Match length 


111 


% identity 


64 


NCBI Description 


(D45423) ascorbate peroxidase [Ofyza sativa] 


Seq. No. 


226360 


Seq. ID 


LIB3166-055-P1-K1-E6 


Method ~ 


BLASTX ~ 


NCBI GI 


g860932 


BLAST score 


175 


E value 


3.0e-13 


Match length 


67 


% identity 


52 


NCBI Description 


(Z49856) alpha-tubulin [Epidinium sp.] 


Seq. No. 


226361 


Seq. ID 


LIB3166-055-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g4539330 


BLAST score 


377 


E value 


1.0e-37 • 


Match length 


123 


% identity 


67 


NCBI Description 


(AL035679) putative receptor-like protein kinase 



32264 



[Arabidopsis thaliana] 



Seq. No. 


226362 


beq. id 


JjIdo 1 DO UDD rl J\l r 1U ^ 


Method 


BLASTX 


NCBI GI 


g2149955 


BLAST score 


178 


E value 


8.0e-27 


Match length 


97 


% identity 


68 


NCBI Description 


(U97023) putative aquaporin-1 [Phaseolus vulgaris] 


Seq. No. 


226363 


Seq. ID 


LIB3166-055-P1-K1-F11 


Metnou 


RT Zi CTY 


NCBI GI 


g4220455 


BLAST score 


315 


E value 


4.0e-29 


Match length 


1 /-\ M 


% identity 


59 


NCBI Description 


(AC006216) Identical to gene gb_D88746 AR791 from 




Arabidopsis thaliana. [Arabidopsis thaliana] 


Seq. No. 


226364 


beq. J.U 


LlDOlDD-UOD-rl-tvl-rZ 


Method 


BLASTX 


NCBI GI 


gl944216 


BLAST score 


394 


E value 


1.0e-38 


Match length 


82 


% identity 


89 


NCBI Description 


(D84246) alcohol dehydrogenase [Arabidopsis thaliana] 


Seq. No. 


226365 


Can T n 

oeq. id 




Method 


BLASTX 


NCBI GI 


g2827630 


BLAST score 


398' 


E vaiue 


8.0e-39 


Match length. 


114 


% identity 


69 


NCBI Description 


(AL021636) putative protein [Arabidopsis thaliana] 


Seq. No. 


226366 


Seq. ID 


LIB3166-055-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


gl30600 


BLAST score 


417 


E value 


5.0e-41 


Match length 


129 


% identity 


63 


NCBI Description 


ENZYMATIC POLYPROTEIN [CONTAINS: ASPARTIC PROTEASE ; 




ENDONUCLEASE; REVERSE TRANSCRIPTASE ] >gi_7 6782_pir i 




hypothetical protein 5: - f igwort mosaic virus - - 



>gi_5 881 3_emb_CAA2 9 5 2 7_ 
mosaic virus] 



(X06166) ORF V (AA 1-666) [Figwort 



32265 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226367 . 

LIB3166-055-P1-K1-F9 

BLASTX 

g2623297 

468 

2.0e-48 

122 

75 

(AC002409) unknown protein [Arabidopsis thaliana] 
>gi_3790583 (AF079180) RING-H2 finger protein RHCla 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226368 

LIB3166-055-P1-K1-G10 

BLASTX 

g2760830 

629 

7.0e-66 

128 

86 

(AC003105) putative beta-ketoacyl-CoA synthase [Arabidops 
thaliana] 



Seq,. No . 

Seq. -ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226369 

LIB3166-055-P1-K1-G11 

BLASTX 

g3318611 

144 

1.0e-10 

74 

55 

(AB016063) mitochondrial phosphate transporter [Glycine 
max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 

E. value - ^_ 

Match length 

% identity 

NCBI Description 



226370 

LIB3166-055 

BLASTX 

g2194142 

552 

_7.0e~57 . 
131 
73 

(AC002062) 
this gene. 



-P1-K1-G12 



ESTs gb_N38288,gb_T43486,gb_AA395242 come from 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID- 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



226371 

LIB3166-055-P1-K1-G2 

BLASTX 

g4056506 

347 

8.0e-33 

107 

59 

(AC005896) nodulin-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



226372 

LIB3166-055-P1-K1-G4 



32266 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

gl709825 

197 

3.0e-15 
118 . 
42 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 

226373 ■ 

LIB3166-055-P1-K1-H1 

BLASTX 

g3860264 

558 

1.0e-57 

119 

87 

(AC005824) unknown protein [Arabidopsis thaliana] 
226374 

LIB3166-055-P1-K1-H12 

BLASTX 

gl263291 

589 

3.0e-61 ' 

129 

81 

(U49452) alcohol dehydrogenase 2b [Gossypium hirsutum] 
226375 

LIB3166-055-P1-K1-H5 

BLASTX 

g2129832 

561 

7.0e-58 
110 

93 • 
heat shock transcription factor 5 - soybean 
>gi_671868_emb_CAA87080_ (Z46956) heat shock transcription 
factor 5 [Glycine max] _ _ . . 

226376 

LIB3166-055-P1-K1-H9 

BLASTX 

g4539348 

252 

1.0e-21 

92 

51 

(AL035539) putative pollen allergen [Arabidopsis thaliana] 
226377 

LIB3166-056-P1-K1-A11 

BLASTX 

g3608171 

174 

6.0e-13 



32267 



Match length 

% identity 

NCBI Description 



58 
66 

(D86306) proton-translocating inorganic pyrophosphatase 
[Cucurbita moschata] 



Seq. No. 


226378 


Seq. ID 


LIB3166-056-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4467128 


BLAST score 


163 


E value 


8.0e-12 


Match length 


58 


% identity 


60 


NCBI Description 


(AL035538) putative protein 


Seq. No. 


226379 


Seq. ID 


LIB31 66-05 6-P1-K1-A8 


Method 


BLASTX 


Mr>n t r>T 

LN ^ i_J X Ol 




BLAST score 


285 


E value 


8.0e-26 


Match length 


95 


% identity 


62 


NCBI Description 


CAT ALAS E ISOZYME 1 >gi 99598 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



.r S10770 catalase (EC 

1.11.1.6) - upland cotton >gi_l£.484_emb_CAA36380_ (X52135) 
catalase subunit 1 <AA 1-492) [Gossypium hirsutum] 

226380 

LIB3166-056-P1-K1-B10 

BLASTX 

g2493046 

178 

5.0e-13 

66 

55 

ATP SYNTHASE DELTA 1 CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82297_pir A41740 H+-transporting ATP synthase (EC 

-3 . 6 . 1 . 34 ) r delta 1 chain precursor - sweet potato 
>gi_217938_dbj_BAA01511_~ (D10660) mitochondrial Fl-ATPase 
delta subunit [Ipomoea batatas] _ _. • _ 

226381 

LIB3166-056-P1-K1-B8 

BLASTX 

g2827699 

173 

1.0e-12 

66 

56 

(AL021684) predicted protein [Arabidopsis thaliana] 
226382 

LIB3166-056-P1-K1-C11 

BLASTX 

gl888357 

262 

4.0e-23 



32268 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

'% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. .No . . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



92 

54 . 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 

226383 

LIB3166-056-P1-K1-D3 

BLASTX 

g2996202 

184 

3.0e-14 

48 

67 

(AF053725) myristoyl-CoA: protein N-myristoyl transferas 
[Drosophila melanogaster] 

226384 

LIB3I 66-05 6-PI-K1-D7 

BLASTX 

g3367593 

178 

2.0e-13 

60 
68 

(AL031135) putative protein [Arabidopsis thaliana] 
>gi_3805841_emb_CAA214 61_ (AL031986) putative protein 
[Arabidopsis thaliana] ^ 

226385 

LIB3166-056-P1-K1-E1 

BLASTX 

g3688600 

188 

1.0e-14 

61 

62 

(AB009030)" beta-Amyrin Synthase [Panax ginseng] 

226386. . . _ _ .. . . „ . _ ... 



LIB3166-056-P1-K1-E10 

BLASTX 

g4406780 

263 

3.0e-23 

86 

65' 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 

226387 

LIB3166-056-P1-K1-E11 

BLASTX 

gl076511 

440 

7.0e-44 
103 



32269 



% identity 

NCBI Description 



79 

H+-transporting ATPase (EC 3.6.1.35) - kidney bean 
>gi_758250_emb_CAA597 99_ (X85804) H (+) -transporting ATPase 
[Phaseolus vulgaris] 



Seq. No. 


226388 


Seq. ID 


LIB3166-056-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


gl98884 


BLAST score - 


142 


E value 


2.0e-09 


Match length 


47 


% identity 


51 


NCBI Description 


(M6384 8) leukotriene A-4 hydrolase [Mus musculus] 


Seq. No. 


226389 


Seq. ID 


LIB3166-057-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


ni_ 3 520 51 


BLAST score 


514 


E value 


2.0e-52 


Match length 


118 


% identity 


69 


NCBI Description 


protein kinase 3 - soybean >gi_310582 (L19361) protein 




kinase 3 [Glycine max] * * 


Seq. No. 


226390 


Seq. ID 


LIB3166-057-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3204108 


BLAST score 


301 


E value 


1.0e-27 


Match length 


72 


% identity 


76 


NCBI Description 


(AJ0067 64) putative deoxycytidylate deaminase [Cicer 




arietinum] 


Seq. No. 


226391 


Seq. ID. 


LIB3166-057-P1-K1-A12 


Method 


BLASTX 


"NCBI GI 


" gl255951 


BLAST score 


128 


E value 


4.0e-17 


Match length 


51 


% identity 


73 


NCBI Description 


(X96932) PS60 [Nicotiana tabacum] 


Seq. No. 


226392 


Seq. ID 


LIB3166-057-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


gl346180 


BLAST score 


193 


E value 


1.0e-19 


Match length 


95 


% identity 


58 < 



NCBI Description 



GLYCINE-RICH RNA-BINDING PROTEIN GRP1A >gi_4 96233 (L31374) 
homology with RNA-binding proteins in meristematic tissue 



32270 



[Sinapis alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBT GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ft)" 
Method 

_NCBI. GI . _ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



226393 

LIB3166-057-P1-K1-A5 

BLASTX 

gl23650 

416 

5.0e-41 

79 

100 

HEAT SHOCK COGNATE 70 KD PROTEIN >gi_8224 5_pir S03250 heat 

shock protein 70 (clone pMON9743) - garden petunia 
>gi_20557_emb_CAA30018_ (X06932) heat shock protein 70 
[Petunia x hybrida] 

226394 

LIB3166-057-P1-K1-A6 
BLASTX 

g-5-41-81-6 
236 

7.0e-20 

80 

62 

protein kinase - common ice plant >gi__457 68 9_emb_CAA82990_ 
(Z30329) protein kinase [Mesembryanthemum crystallinum] 

226395 

LIB3166-057-P1-K1-A8 

BLASTX 

g2864625 

280 

6.0e-25 

62 

77 

(AL021811) putative protein [Arabidopsis thaliana] 
226396 

LIB3166-057-P1-K1-B11 

BLASTX * - 

jgll70747 _ . _ _ _ 

309 

2.0e-28 

63 

100 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEAS -A >gi_167345 
(M88324) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 

226397 

LIB3166-057-P1-K1-B12 

BLASTX 

g2982303 

305 

6.0e-28 

69 

83 



32271 



NCBI Description 



(AF051236) hypothetical protein [Picea mariana] 



Seq. No. 


226398 


Seq. ID 


LIB31 66-057 -P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2664200 


BLAST score 


182 


E value 


1.0e-13 


Match length 


103 


% identity 


32 


NCBI Description 


(AJ003216) GTL2 [Aral 


Seq. No. 


226399 


Seq. ID 


LIB3166-057-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g4039155 


BLAST score 


432 


E value 


7.0e-43 


Match length 


116 


% identity 


66 


NCBI Description 


(AF104258) putative < 




[Festuca rubra] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226400 

LIB3166-057-P1-K1-C11 

BLASTX 

g3047114 

435 

3.0e-43 

118 

63 

(AF058919) No definition line found [Arabidopsis thaliana] 
226401 

LIB3166-057-P1-K1-C2 

BLASTX 

g3024127 

490 

8.0e-51 

117 . _ "„ „ . _ _._ 

79 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 
>gi_1655578_emb_CAA95857_ (Z71272) S-adenosyl-L-methionine 
synthetase 2 [Catharanthus roseus] 

226402 

LIB3166-057-P1-K1-C5 

BLASTX 

g4415931 

425 

5.0e-42 
114 

71 lU 

(AC006418) unknown protein [Arabidopsis thaliana] 
>gi_4559393_gb_AAD23053. 1_AC006526_18 (AC006526) unknown 
protein [Arabidopsis thaliana] 



32272 



Seq. No.' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value • 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



2264 03 v, 

LIB3166-057-P1-K1-C7 

BLASTX 

gll73198 

337 

6.0e-32 

76 

88 

40S RIBOSOMAL PROTEIN S13 >gi_4 80095_pir S36423 ribosomal 

protein S13.e - garden pea >gi_3 9663 9_emb_CAA8 097 4_ 
(Z25509) ribosomal protein S13 [Pisum sativum] 

226404 

LIB3166-057-P1-KL-D2 

BLASTX 

g2160756 

188 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



112 
54 

(U96879) CLV1 receptor kinase [Arabidopsis thaliana] 
226405 

LIB3166-057-P1-K1-D5 

BLASTX 

g4539543 

561 

5.0e-58 

116 

95 

(AJ133422) glyceraldehyde-3-phosphate dehydrogenase 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226406 

LIB3166-057-P1-K1-D6 

BLASTX 

gl723125 

197 

3.0e_-15 

71 

55 

HYPOTHETICAL 27.8 KD PROTEIN SLL0194 

>gi_1001604_dbj_BAA10232_ (D64000) hypothetical protein 
[Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226407 

LIB3166-057-P1-K1-D8 

BLASTX 

g2495365 

344 

2.0e-32 

86 

78 

HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi_4 45127_pr£ 1908431B 

heat shock protein HSP81-2 [Arabidopsis thaliana] 



32273 



Seq. No. 


- 226408 


Seq. ID 


LIB3166-057-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g2462758 


BLAST score 


341 


E value 


3.0e-32 


Match length 


90 


% identity 


73 


NCBI Description 


(AC002292) putative RNA-binding protein [Arabidopsis 




thaliana] 


Seq. No. 


226409 


Seq. ID 


LIB3166-057-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g3600040 


BLAST score 


241 


E value 


2.0e-20 


Match length 


118 


% identity 


47 


NCBI Description 


(AF080119) similar to Arabidopsis thaliana disease 




resistance protein RPS2 (GB:U14158) [Arabidopsis thaliana] 


Seq. No. 


226410 


Seq. ID 


LIB3166-057-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g3334320 


BLAST score 


434 


E value 


4.0e-43 


Match length 


94 " 


% identity 


95 


NCBI Description 


40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 




ribosome-associated protein p40 [Glycine max] 


Seq. No. 


226411 


Seq. ID 


LIB3166-057-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g2583108 


BLAST score 


251 


E value 


1.0e-21 * - 


Match length 


95 . _ _ _ . . 


% identity 


56 


NCBI Description 


(AC002387) putative surface protein [Arabidopsis thaliana] 


Seq. No. 


226412 


Seq. ID 


LIB3166-057-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g2204077 


BLAST score 


190 


E value 


2.0e-14 


Match length 


86 


% identity 


50 


NCBI Description 


(D85623) extracellular insoluble cystatin [Daucus carota] 


Seq. No. 


226413 ' 


Seq. ID 


LIB3166-057-P1-K1-E3 


Method 


BLASTX • 


NCBI GI 


g231574 



32274 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



195 

4.0e-15 

64 

61 

L -ASPARAGINASE (LSASPARAGINE AMIDOHYDROLASE) 

>gi_81837_pir S22523 asparaginase (EC 3.5.1.1) - tree 

lupine (fragment) >gi_19137_emb_CAA36824_ (X52588) 
asparaginase [Lupinus arboreus] 



226414 

LIB3166-057-P1-K1-E4 

BLASTX 

g3549626 

476 

5.0e-48 

120 

76 

(AJ009696) wall-associated kinase 



1 [Arabidopsis thaliana] 



226415 

LIB3166-057-P1-K1-E6 

BLASTX 

gl00490 

556 ' 

2.0e-57 

112 

25 

polyubiquitin - garden snapdragon (fragment) 
>gi_16071_emb_CAA48140_ (X67957) ubiquitin [Antirrhinum 
ma jus] 

226416 

LIB3166-057-P1-K1-E8 

BLASTX 

g3193326 

150 

l,0e-12 
88 

(AF069299) contains similarity to transcriptional 
activators such as Ra-like and myc-like regulatory R 
proteins [Arabidopsis thaliana] 

226417 

LIB3166-057-P1-K1-F1 

BLASTX 

g3560264 

195 

4 .Oe-15 

103 

48 

(AL031535) soil family protein [Schizosaccharomyces pombe] 
226418 * 

LIB3166-057-P1-K1-F12 

BLASTX 

g2662415 



32275 



BLAST score 141 

E value 1.0e-08 

Match length 48 

% identity 56 

NCBI Description (U97494) metallothionein-like protein [Prunus armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226419 

LIB3166-057-P1-K1-F3 

BLASTX 

g3832528 

355 

8.0e-34 

100 

71 

(AF100167) unknown [Glycine max] 



Seq. No. 


226420 


Seq. ID 


LIB3166-057-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g967125 


BLAST score 


543 


E value 


1 . Oe-56 


Match length 


.120 


% identity 


93 


NCBI Description 


(U08140) calcium dependent protein kinase [Vigna radiata] 


Seq. No. 


226421 


Seq. ID 


LIB3166-057-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3482967 


BLAST score 


129 


E value 


4.0e-17 


Match length 


56 


% identity 


82 


NCBI Description 


(AL031369) Protein phosphatase 2C-like protein [Arabidopsi; 




thaliana] >gi_4 559345_gb_AAD23006. 1_AC006585_1 (AC006585) 




protein phosphatase 2C [Arabidopsis thaliana] 


Seq. No. 


226422 


Seq. ID 


LIB3166-057-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g4490937 


BLAST score 


226 


E value 


1.0e-18 


Match length 


121 


% identity 


33 



NCBI Description t (AJ132261) hypothetical helicase K12H4.8-like protein [Homo 
sapiens] 



Seq. No. 226423 

Seq. ID LIB3166-057-P1-K1-G5 

Method BLASTX 

NCBI GI - g3176681 

BLAST score 160 

E value 6.0e-ll 

Match length 91 

% identity 42 



32276 



NCBI Description 



(AC003671) F1707.ll- [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226424 

LIB3166-057-P1-K1-G6 

BLASTX 

gl00226 

490 

1.0e-49 

115 

83 

hypothetical protein - tomato >gi_19275_emb_CAA7 8112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_4 4 5619_prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ' 

NCBI Description 



226425 

LIB3166-057-P1-K1-G9 

BLASTX 

g2981169 

226 

1.0e-18 

96 

60 

(AF053077) osmotic stress-induced zinc-finger-protein 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226426 

LIB3166-057-P1-K1-H10 

BLASTX 

g2454182 

306 

4.0e-28 

79 

72 

(U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 



Seq« No. 

Seq. ID 

Method.. _ _ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226427 

LIB3166-057-P1-K1-H4 

BLASTX . .. 

g2583130 
155 

2.0e-10 

114 

32 

(AC002387) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226428 

LIB3166-057-P1-K1-H5 

BLASTX 

g4309742 

141 

1.0e-08 

53 

45 

(AC006439) putative Rerl protein [Arabidopsis thaliana] 



32277 



Seg. No. 

Seq. ID 

Method 

NCBI GI * 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226429 

LIB3166-057-P1-K1-H9 

BLASTX 

gl076764 

274 

3.0e-24 

105 

18 

AWJL236 protein - wheat >gi_551214_emb_CAA57135_ 
AWJL236 [Triticum aestivum] 



(X81370) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Mat ch length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
•Method 
NCBI GI 
BLAST score 
E value_ 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226430 

LIB3166- 

BLASTX 

gl34597( 

532 

1.0e-54 

1 1 o 

-L J. <L 

83 

OMEGA- 3 
>gi_870 
indicum 



058-P1-K1-A1 



FATTY ACID DESATURASE, CHLOROPLAST PRECURSOR 
784 (U25817) omega-3 fatty acid desaturase [Sesamum 
] 



226431 

LIB3166-058-P1-K1-A2 

BLASTX 

g2982459 

373 

6.0e-36 

99 

73 

(AL022223) putative protein [Arabidopsis thaliana] 
226432 

LIB3166-058-P1-K1-A5 

BLASTX i" 

g2108252 

283 

2.0e-25 _• ____ _ . .... __ 

117 " 
23 

(Y10228) P-glycoprotein-2 [Arabidopsis thaliana] 
>gi_2108254_emb_CAA71276_ (Y10227) P-glycoprotein-2 
[Arabidopsis thaliana] >gi_4 538 925_emb_CAB39661 . 1_ 
(AL049483) P-glycoprotein-2 (pgp2) [Arabidopsis thaliana] 

226433 

LIB3166-058-P1-K1-A6 

BLASTX 

g3766377 

148 

2.0e-09 

95 

33 

(AL031907) hypothetical protein [Schizosaccharomyces pombe] 



32278 



Seq. No. 


226434 


Seq. ID 


LIB3166-058-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2245066 


BLAST score 


182 


E value 


1 . Oe-13 


Match length 


111 


% identity 


42 


NCBI Description 


(Z97342) Rpta-Amvlflqp 


Seq. No. 


226435 


Seq. ID 


LIB3166-058-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g4432835 


BLAST score 


175 


E value 


7. Oe-13 


Match length 


52 


% identity 


58 


NCBI Description 


(AC00G283) unknown pr< 



U„5 


Seq. No. 


226436 




Seq. ID 


LIB31 66-0SR-P1 -TCI -R? 




Method 


• BLASTX 




NCBI GI 


g3885329 




BLAST score 


366 




E value 


4.0e-35 




Match length 


76 


01 


% identity 


88 


si 


NCBI Description 


(AC005623) alien-like protein [Arabidopsis thaliana] 




Seq. No. 


226437 


□ 


Seq. ID 


LIB3166-058-P1-K1-B3 




Method 


BLASTX 


o 


NCBI GI 


g3047125 


: — '~ 


BLAST score 


362 




E value 


1.0e-34 




Match length 


116 




% identity 


65 




NCBI Description 


(AF058919) No definition line found [Arabidopsis thaliana] 




Seq. No. ' 


226438 




Seq. ID 


LIB3166-058-P1-K1-B4 




Method 


BLASTX 




NCBI GI 


g4559339 




BLAST score 


185 




E value 


6.0e-14 




Match length 


76 




% identity 


50 




NCBI Description 


(AC007087) putative ATP-dependent RNA helicase [Arabidopsis 



thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



226439 

LIB3166-058-P1-K1-B6 

BLASTX 

g602076 

567 

1.0e-58 



32279 



Match length 

% identity 

NCBI Description 



118 
22 

(X77456) pentameric polyubiquitin [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226440 

LIB3166-058-P1-K1-C1 

BLASTX 

g3434971 

201 

9.0e-16 

40 

88 

(AB008105) ethylene responsive element binding factor 3 
[Arabidopsis thaliana] 

226441 

LIB3166-058-P1-K1-C10 

BLASTX 

gl22007 

256 

3.0e-22 

74 

70 

HISTONE H2A >gi_100161_pir S11498 histone H2A - parsley 

>gi_20448_emb_CAA37828_ (X53831) H2A histone protein (AA 1 
- 149) [Petroselinum crispum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226442 

LIB3166-058-P1-K1-C2 

BLASTX 

g3790554 

140 

1.0e-08 

98 

33 

(AF078683) 
thaliana] 



RING-H2 finger protein RHAla [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226443 

LIB3166-058-P1-K1-C5 
BLASTX " 
g3023605 
233 

3.0e-37 

104 

77 

CYTOCHROME B6 
cytochrome b6 



>gi_2224430_dbj_BAA57914_ (AB001684) 
[Chlorella vulgaris] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% .identity 



226444 

LIB3166-058-P1-K1-C8 

BLASTX 

g3668089 

308 

2.0e-28 

116 

51 



32280 



NCBI Description 



(AC004 667) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226445 

LIB3166-058-P1-K1-C9 

BLASTX 

gl076755 

194 

6.0e-15 

112 

36 

protein kinase - rice >gi_450300 (L27821) protein kinase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226446 

LIB3166-058-P1-K1-D1 

BLASTX 

gl00226 

309 

2.0e-28 

117 

45 

hypothetical protein,. - tomato >gi_19275_emb_CAA78112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_4 45619_prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226447 

LIB3166-058-P1-K1-D11 

BLASTX 

g3763916 

249 

2.0e-21 

116 

46 

(AC004450) unknown protein [Arabidopsis thaliana] 
>gi_4531439_gb_AAD22124.1_AC006224_6 (AC006224) unknown 
protein [Arabidopsis thaliana] 



Seq v . No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226448 

LIB3166-058-P1-K1-D5 

BLASTX - " 

g3924596 

327 

1.0e-51 

118 

86 

(AF069442) putative phospho-ser/thr phosphatase 
[Arabidopsis thaliana] ■ 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



226449 

LIB3166-058-P1-K1-D9 

BLASTX 

g2827143 

576 

9.0e-60 

116 

91 



32281 



NCBI Description 



(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No.- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226450 

LIB3166-058-P1-K1-E1 

BLASTX 

g2275217 

194 

6.0e-15 

75 

45 

(AC002337) 
thaliana] 



chloroplast protein CP12 isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score _ 

E value " 

Match length 

% identity 

NCBI Description 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226451 

LIB3166-058-P1-K1-E11 

BLASTX 

gl362093 

241 

2.0e-20 

85 

62 

hypothetical protein (clone TPP15) • - tomato (fragment) 
>gi_924632 (U20595) unknown [Solanum lycopersicum] 

226452 

LIB3166-058-P1-K1-E2 

BLASTX 

g4190952 

429 

2.0e-42 

110 

71 

(AB022689) similar to hsr203J [Lycopersicon esculentum] 
226453 

LIB3166-058-P1-K1-E9 

BLASTX 

g4263712 

294 ' _ _ 

1.0e-2 6 

77 

70 

(AC006223) putative ribosomal protein S12 [Arabidopsis 
thaliana] 

226454 

LIB3166-058-P1-K1-F10 

BLASTX 

g3033400 

556 

2.0e-57 

127 

85 

(AC004238) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



32282 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226455 

LIB3166-058-t>l-Kl-Fll 

BLASTX 

g354 9667 

219 

8.0e-18 

69 

62 

(AL031394) Arabidopsis dynamin-like protein ADL2 
[Arabidopsis thaliana] 

226456 

LIB3166-058-P1-K1-F12 

BLASTX 

g2245005 

170 

4.0e-12 

58 

59 

(Z97341) hypothetical protein [Arabidopsis thaliana] 
226457 

LIB3166-058-P1-K1-F4 

BLASTX 

g2981169 

271 

5.0e-24 

104 

52 

(AF053077) osmotic stress-induced zinc-finger protein 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



226458 

LIB3166-058-P1-K1-F8 

BLASTX ' 

gl008904 

524 

1.0e-57 
116 

8_8 . ___ __ . . . _ . ... . - . . 

(L43094) xyloglucan endotransglycosylase [Tropaeolum majus] 

226459 

LIB3166-058-P1-K1-G1 

BLASTX 

g2462762 

291 

2.0e-26 

109 

56 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

226460 

LIB3166-058-P1-K1-G12 

BLASTX 

gl07.6633 



32283 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



430 

1.0e-42 

101; 

85 

protein kinase NPK5 (EC 2.7.1.-) - common tobacco 
>gi_496385_dbj_BAA05649_ (D26602) protein kinase [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



226461 

LIB3166-058-P1-K1-G2 

BLASTX 

g4544443 

343 

2.0e-32 

119 

62 

(AC006592) putative mitochondrial uncoupling protein 
[Arabidopsis thaliana] 

226462 

LIB3166-058-P1-K1-G3 

BLASTX 

g3850816 

327 

2.0e-30 

61 

93 

(Y18348) 
sativa] 



U2 snRNP auxiliary factor, small subunit [Oryza 



226463 

LIB3166-058-P1-K1-G4 

BLASTX 

gl730566 

440 

8.0e-44 

119 ' ' 

45 

PHYTOCHROME E >gi_1145714 (U39787) phytochrome E 
nil] ... _ _ - - - 



[Ipomoea 



226464 

LIB3166-058-P1-K1-G8 

BLASTX 

gl871192 

145 

3.0e-09 

64 

45 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 

226465 

LIB3166-058-P1-K-1-H10 

BLASTX 

gl871192 

180 



32284 



E value 
Match length 
% identity . . 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-13 

115 

39 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] ^ 

226466 

LIB3166-058-P1-K1-H12 

BLASTX 

g3281848 

334 

3.0e-31 

107 
72 

(AL031004) putative protein [Arabidopsis thaliana]. 
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NCBI Description 


(AL035524) senescence-associated protein-like 
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BLAST score 


462 


i — 


F. v a 1 up 


2 . Oe-46 




Match length 


104 




% identity 


82 




NCBI Description 


(AB018441) phi-1 [Nicotiana tabacum] 




Seq.. No. 


226469 




Seq. fD 


LIB3166-059-P1-K1-B12 




Method 


BLASTX _ . . . . . . . 




NCBI GI 


g4337025 




BLAST score 


370 




E value 


1.0e-35 




Match length 


88 




% identity 


77 




NCBI Description 


(AF123253) AIM1 protein [Arabidopsis thaliana] 




Seq. No. 


226470 




Seq. ID 


LIB3166-059-P1-K1-B4 




Method 


BLASTX 




NCBI GI 


g2495179 




BLAST score 


437 




E value 


1.0e-43 




Match length 


99 




% identity 


84 




NCBI Description 


PORPHOBILINOGEN DEAMINASE PRECURSOR (PBG) 



(HYDROXYMETHYLBILANE SYNTHASE) (HMBS) ( PRE-UR0P0RPHYRIN0GEN 



32285 



SYNTHASE) >gi_1084 340_pir S507.62 hydroxymethylbilane 

synthase (EC 4.3.1.8) precursor - Arabidopsis thaliana 
>gi_313150_emb_CAA51941_ (X73535) hydroxymethylbilane 
synthase [Arabidopsis thaliana] >gi_313838_emb_CAA52061 
(X73839) hydroxymethylbilane synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226471 

LIB3166-059-P1-K1-C1 

BLASTX 

g434759 

378 

1.0e-36 

96 

72 

(D21163) similar to human elongation factor 2 mRNA (HSEF2) 
[Homo sapiens] 



Seq . No , 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



22 6472 

LIB3166-059-P1-K1-C2 

BLASTX 

g4008441 

204 

3.0e-16* , 

72 ' 
56 

(AL034488) predicted using Genefinder; cDNA EST yk433c6.3 
comes from this gene; cDNA EST EMBL:D72601 comes from this 
gene; cDNA EST EMBL:D75524 comes from this gene; cDNA EST 
yk433c6.5 comes from this gene [Caenorhabditis elegans] 



Seq. No. 


226473 


Seq. ID 


LIB3166-059-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl914685 


BLAST score 


279 


E value 


5.0e-25 


Match length 


60 


% identity 


87 ' 


NCBI Description 


(Y12014) RAD23 protein,^ ._is.af.orm .ZI.._[..Daucus carota] - 


Seq. No. 


226474 


Seq. ID 


LIB3166-059-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g2347199 


BLAST score 


360 


E value 


2:0e-34 


Match length 


107 


% identity 


64 


NCBI Description 


(AC002338) protein kinase isolog [Arabidopsis thaliana] 



Seq. No. 226475 

Seq. ID LIB3166-059-P1-K1-D3 

Method BLASTX 

NCBI-GI g2980760 

BLAST score 221 

E value 4.0e-18 



32286 



Match length 

% identity 

NCBI Description 



75 
59 

(AL022198) putative protein L&rabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226476 

LIB3166-059-P1-K1-E1 

BLASTX 

gll70507 

337 

1.0e-31 

66 

100 

EUKARYOTIC INITIATION FACTOR 4A-3 (EIF-4A-3) 

>gi_10027 6_pir S22579 translation initiation factor eIF-4A 

- curled-leaved tobacco >gi_19699_emb_CAA43514_ (X61206) 
nicotiana eukaryotic translation initiation factor 4A 
[Nicotiana plumbaginif olia] 



5 t: q . No . 


*_2 64 / / 


beq. iu 




i v ie liiovj. 




NCbl \j± 




nLi/io i score 


1 £1 


•E value 


5.-.0e-ll 


Match length 


67 


z laentity 




viL,ox uescripuion 


[t\Li\j £ ±yo£D ) putative protein [/iraDiQopsis unananaj 






beq. ID 


Li Id j! DD Uj? rl M-blU 


netnoa 


DT n CTY 


INvDl \3 ± 


y l jiu^^u 


BLAST score 


241 


E value 


2.0e-20 


Match length 


120 


% identity 


62 


NCBI Description 


(Z71979) knl-like protein [Malus domestica] 


Seq. No. 


2264 7 9 


Seq. ID . . 


LIB3166-059-P1-K1-H5 - 


Method 


BLASTX 


NCBI GI 


g3914002 


BLAST score 


198 


E value 


3.0e-19 


Match length 


73 


% identity 


77 


NCBI Description 


MITOCHONDRIAL LON PROTEASE H0M0L0G 1 PRECURSOR >gi 




(AF033862) Lon protease [Arabidopsis thaliana] 


Seq. No. 


226480 


Seq. ID 


LIB3189-001-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3513727 


BLAST score 


397 


E value 


8.0e-39 


Match length 


99 


% identity 


81 



32287 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF080118) contains similarity to TPR domains (Pfam: 
TPR. hmm: ' score : 11.15) and kinesin motor domains (Pfam: 
kinesin2 .hmm, score: 17.4 9, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 

226481 

LIB3189-001-P1-K1-A2 

BLASTX 

g3319353 

148 

1.0e-09 

48 

58 

(AF077407) contains similarity to copper-binding proteins 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI Gi 

BLAST score 

E value 

Match length 

% identity 

NCBI. Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226482 

LrB3189-001-Fl-KI-A3 

BLASTX 

g3063467 

331 

4.0e-31 

■85- 

34 

(AC003981) F22013.29 [Arabidopsis thaliana] 
226483 

LIB3189-001-P1-K1-A7 

BLASTX 

g3176725 

189 

3.0e-14 

64 

48 

(AC002392) unknown protein [Arabidopsis thaliana] 
226484 

LIB3189-001-P1-K1-A8 -■• - 

BLASTX . r . . - - - - • 

g2370595 
196 

4.0e-15 

79 
48 

(AJ001414) GTPase activating protein [Yarrowia lipolytica] 
226485 

LIB3189-001-P1-K1-B1 

BLASTX 

gll73055 

577 

8.0e-60 

116 

99 

60S RIBOSOMAL PROTEIN Lll (L5) >gi_54 1961_pir S42497 

ribosomal protein Lll.e - alfalfa >gi_1076504_pir S51819 



32288 



RL5 ribosomal protein - alfalfa >gi_4 63252_emb_CAA55090_ 
(X78284) RL5 ribosomal protein [Medicago sativa] 



Seq. No. 


226486 


Seq. ID 


LIB3189-001-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g4539292 


BLAST score 


502 


E value 

1W v t-X ^ 1*4 


5.0e-51 


Match lenoth 


108 


% identitv 


86 


NCBI Description 


(AL049480) putative ribosomal protein S10 [Arabidopsis 




thaliana ] 


Seq. No. 


"226487 


Seq. ID 


LIB3189-001-P1-K1-B3 


Met" hod 


BLASTX 


NCBI GI 


al619297 


BLAST score 


54 6 


E valup 

1-J V -X. 


4 0e-56 




103 


% identitv 


98 


NCRT np^rri l nn 

IN V_f i-f X UCiJ V-» X. X k«r -I- \_/ 1 1 


(Y08490} alnha-tubulin 2 fHordeum vulaarel 


Seq. No. 


226488 


Seq.. ID 


LIB318 9-001-P1-K1-B5 


Method 


BLASTX 


NCRT GT 




BLAST score 


439 


E value 


1 . Oe-43 


Match 1 ( a nn1 - h 


128 


% i d^nl" i 1 - v 

o x v_i^ ii ux y 


65 


NCBI Description 


(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 




thaliana 1 


Seq. No. 


226489 


Seq. ID 


LIB3189-001-P1-K1-B6 


Method- 


BLASTX 


NCBI GI 


a3643609 


BLAST score 


100 


E value 


" 1.0e-10 


Match lenath 


89 


% identitv 

V ± \Xt* 11 L X L Y 


45 


NCBI Description 


(AC005395) putative Cys3His zinc finger protein 




fArabidoosis thalianal 


Seq. No. 


226490 


Seq. ID 


LIB3189-001-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g3335355 


BLAST score 


575 


E value 


1.0e-59 


Match length 


118 


% identity 


27 ... " 


NCBI Description 


(AC004512) Match to polyubiquitin DNA gb_L05401 from A. 




thaliana. Contains insertion of mitochondrial NADH 




dehydrogenase gb_X82618 and gb_X98301. May be a pseudogene 



32289 



with an expressed insert. EST gb_AA586248 comes from this 
region. [Arabi 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI ; 

BLAST score' 

E value 

Match length 

% identity 

NCBI Description 



226491 

LIB3189-001-P1-K1-C11 

BLASTX 

g4126401 

392 

4.0e-38 

88 

85 

(AB011795) flavanone 3-hydroxylase [Citrus sinensis] 
226492 

LIB318 9-001-P1-K1-C12 

BLASTX 

g2677830 

54 4 

6 . Oe-56 
115 

93. 

(U93168) ribosomal protein L12 [Prunus armeniaca] 



Seq. No. 

Seq. ID 

Method- 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226493 

LIB3189-001-P1-K1-C5 

BLASTX 

gll69534 

362 

1.0e-34 

104 

70 

ENOLASE ( 2 - PHOS PHOGLYCERATE DEHYDRATASE ) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_542019_pir S39203 

phosphopyruvate hydratase {EC 4.2.1.11) - castor bean 
>gi_433609_emb_CAA82232_ (Z28386) enolase [Ricinus 
communis] 



Seq. No. 
,Seq. ID 

Method. _ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226494 
LIB3189-001 

BLASTX., . 

g629641 

299 

9.0e-34 

106 

68 

PsHSC71. 
HSC71.0 
(Z32537) 



-P1-K1-C6 



0 protein - garden pea >gi_1076530_pir S53500 

protein - garden pea >gi_473217_emb_CAA83548_ 
PsHSC7 1 . 0 [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI. GI 
BLAST score 
E value 
Match length 
% identity 



226495 

LIB3189-001-P1-K1-D10 

BLASTX 

g586004 

547 ■ 

3. Oe-56 

111 

89 



32290 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



SUPEROXIDE DISMUTASE [CU-ZN] >gi_421962_pir S34267 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) - sweet potato 

>gi_542090_pir S40404 superoxide dismutase (EC 1.15. .1.1) 

(Cu-Zn) - sweet potato >gi_311971_emb_CAA51654_ (X73139) 
superoxide dismutase [Ipomoea batatas] 



226496 

LIB3189-001-P1-K1-D11 

BLASTX 

g320552 

213 

4.0e-17 

93 

51 

anthranilate synthase 
Arabidopsis thaliana 



(EC 4.1.3.27) alpha-1 chain 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226497 

LIB 31 8 9 - 001 - V 1 - Kl -D2 

BLASTX 

g3334115 

513 

3.0e-52 
103 

97 , 
ADP, ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_24 63664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI .GI 

BLAST score 

E value 

Match length' 

%* identity 

NCBI Description 



226498 

LIB3189-001-P1-K1-D3 

BLASTX 

g2827548 

397 

1.0e-38 

127 

55 

(AL021635) 
,.thalianaj.. 



cytochrome P450 - like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



226499 

LIB3189-001-P1-K1-D5 

BLASTX 

g2811278 

238 

1.0e-20 

46 

93 

(AF043284) expansin [Gossypium hirsutum] 
226500 

LIB3189-001-P1-K1-D7 

BLASTX 

g4469015 

608 

2.0e-63 



32291 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



131 
92 

,(AL035602) putative protein [Arabidopsis thaliana] 
226501 

LIB3189-001-P1-K1-D8 

BLASTX 

g2088651 

179 

4.0e-13 

82 

38 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

226502 

LIB318 9-001-P1-K1-E1 

BLASTX 

g!076660 

231 

3.0e-19 

47 

89 

D13F (MYBST1 ) protein - potato >gi_78 6426_bbs_159122 
(S74753) MybStl=Myb-related transcriptional activator 
{DNA^binding domain repeats} [Solanum tuberosum=potatoes, 
leaf, Peptide, 342 aa] [Solanum tuberosum] 

226503 

LIB3189-001-P1-K1-E10 

BLASTX 

gl314711 

586 

7.0e-61 

131 

87 

■ (U54615) 
thaliana] 



calcium-dependent protein kinase [Arabidopsis 
>gi_3068712 (AF049236) calcium dependent protein 



kinase [Arabidopsis thaliana] 



226504 

LIB3189-001-P1-K1-E11 

BLASTX 

g3882185 

194 

7.0e-15 

98 

41 

(AB018275) KIAA0732 protein [Homo sapiens] 
226505 

LIB3189-001-P1-K1-E12 

BLASTX 

g2058282 

288 

7.0e-26 
82 



32292 



% identity 

NCBI Description 



65 

(X97377) atranbpla [Arabidopsis thaliana] 



Seq. No. 


226506 


Seq. ID 


LIB3189-001-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl076746 


BLAST score 


463 


E value 


2 . Oe-46 


Match length 


122 


% identity 


76 


NCBI Description 


heat shock protein 70 - rice (fragment) 




>gi 763160 emb CAA47948 (X67711) heat shock prot< 




[Oryza sativa] 


Seq. No. 


226507 


Seq. ID 


LIB3189-001-P1-K1-E4 


Method 


BLASTX 


MP.D T V\T 
V— * 1 1 i- \J ± 


a a r.r t i r\ 

y 4 4 0 J 1 / u 


BLAST score 


145 


E value 


1.0e-09 


Match length 


57 


% identity 


47 


NCBI Description 


(AL035521) fatty acid elongase-like protein [Arab. 




thaliana] 


Seq. No. 


226508 


Seq. ID 


LIB3189-001-P1-K1-E7 


Method 


BLASTX 


NC<BI GI 


g3128175 


BLAST score 


174 


E value 


2 . 0e-12 


Match length 


126 


% identity 


33 


NCBI Description 


(AC004521) unknown protein [Arabidopsis thaliana] 


Seq. No. 


226509 


Seq.. ID 


LIB3189-001-PT-K1-E8 


Method 


BLASTX 


-NCBI GI 


al001622 


BLAST score 


298 


E value 


4 . Oe-27 


Match length 


94 


% identity 


65 


NCBI Description 


(D64002) hypothetical protein [Synechocystis sp.] 


Seq. No. 


226510 


Seq. ID 


LIB3189-001-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl350795 


BLAST score 


186 


E value 


6.0e-14 


Match length 


99 


% identity 


44 


NCBI Description 


MITOCHONDRIAL 60S RIBOSOMAL PROTEIN L24 PRECURSOR 



(YML24) 



>gi_1078342_pir S50921 ribosomal protein YmL24, 

mitochondrial - yeast (Saccharomyces cerevisiae) 



32293 



>gi_642285_emb_CAA87814_ (Z47815) ribosomal protein 
[Saccharomyces cerevisiae] 



Seq. No. 


226511 


Seq. ID 


LIB318 9-001-Pl-Kl-F12 ,r " 


Method 


BLASTX 


NCBI GI 


g285741 


BLAST score 


199 


E value 


2 . Oe-15 


Match length 


123 


% identity 


40 


NCBI Description 


(D14550) EDGP precursor [Daucus 


Seq. No. 


226512 


Seq. ID 


LIB318 9-001-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


a3122785 


BLAST score 


384 


E value 


8 . 0e-46 


Match lpncrth 


109 


% i dpnt i t" v 


91 


NCBI Description 


40S RIBOSOMAL PROTEIN S14 >gi 2, 




protein S14 [Lupinus luteus] 


Seq. No. 


226513 


Seq. ID 


LIB318 9-001-P1-K1-F7 


Mpt h nd 


BLASTX 


NCBI GI 


a4490316 


BLAST score 


298 


E value 


4 . Oe-27 


Match lpncrth 


58 


% identity 


81 


NCBI Description 


(AL035678) nucellin-like protei: 


Seq. No. 


226514 


Seq. ID 


LIB318 9-001-P1-K1-F8 


Method 


BLASTX 1 


NCBI GI 


gl706325 


BLAST .score 


237 


E -value . 


-5 . 0e-20- - -— . . 


Match length 


46 


% identity 


96 


NCBI DescriDtion 


PYRUVATE DECARBOXYLASE ISOZYME 




pyruvate decarboxylase 1 [Oryza 




(U26660) ovruvate decarboxvlase 


Seq. No. 


226515 


Seq. ID 


LIB318 9-001-P1-K1-G11 


Method" 


BLASTX 


NCBI GI 


g3243234 


BLAST score 


271 


E value 


7.0e-24 


Match length 


123 


% identity. 


44 


NCBI Description 


(AF071477) isoflavone reductase 




communis] 



32294 



Seq. No. 
Seq. ID- 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226516 

LIB3189-001-P1-K1-H11 

BLASTS 

g2832625 

401 

4.0e-39 

94 

73 

(AL021711) putative protein [Arabidopsis thaliana] 
226517 

LIB318 9-001-P1-K1-H4 

BLASTX 

g3023190 

449 

8.0e-45 

110 

81 

14-3-3-LIKE PROTEIN 16R >gi_18884 59_emb_CAA72381_ (Y11685) 
14-3-3 protein [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
-NCBI Description 



226518 

LIB3189-001-P1-K1-H6 

BLASTX 

g2811278 

457 

1.0e-45 

126 

70 

(AF043284) expansin [Gossypium hirsutum] 
226519 

LIB3189-002-P1-K1-A10 

BLASTX 

g3319882 

611 

8.0e-64 

121 

96 

-(AJ004960)- elongation -f actor-l-alpha (EFl-a)- 
arietinum] 



[Cicer 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



226520 

LIB318 9-002-P1-K1-A11 

BLASTX 

g2431769 

234 

1.0e-19 

57 

81 

(U62752) acidic ribosomal protein Pla [Zea mays] 
226521 ' 

LIB3189-002-P1-K1-A12 

BLASTX 

g3176098 

314 



32295 



E value 

Match length .. 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. - - — 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



5.0e-29 

117 

58 

(Y15036) annexin [Medicago truncatula] 
226522 

LIB3189-002-P1-K1-A2 

BLASTX 

g2244732 

531 

2.0e-54 

105 

99 

(D88413) endo-xyloglucan transferase [Gossypium hirsutum] 
226523 

LIB3189-002-P1-K1-A3 

BLASTX 

gl27112 

311 

1.0e-28 

93 

61 

MAK16 PROTEIN >gi_7 3269_pir BVBYK6 MAK16 protein - yeast 

(Saccharomyces cerevisiae) >gi_171880 (J03852) MAK16 
protein [Saccharomyces cerevisiae] >gi_595561 (U12980) 
Makl6p: putative nuclear protein [Saccharomyces cerevisiae] 

226524 

LIB3189-002-P1-K1-A4 

BLASTX 

g2829204 

330 

6.0e-31 

83 

80 

(AF044204) 
hirsutum] 



lipid transfer protein precursor [Gossypium 



226525 - - - - - - 

LIB3189-002-P1-K1-A5 

BLASTX 

g3876865 

161 

5.0e-ll 

73 

40 

(Z81534) predicted using Genefinder; cDNA EST EMBL:C08177 
comes from this gene; cDNA EST EMBL:C09822 comes from this 
gene; cDNA EST yk359h8.5 comes from this gene; cDNA EST 
yk374fll.5 comes from this gene; cDNA EST yk359h8.3 co 

226526 

LIB3189-002-P1-K1-A6 

BLASTX 

g4469015 

484 



32296 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-54 

124 

'85 

(AL035602) putative protein [Arabidopsis thaliana] 
226527 

LIB3189-002-P1-K1-A9 

BLASTX 

gl657855 

370 

2.0e-35 

104 

65 

(U73216) cold acclimation protein WCOR413 [Triticum 
aestivum] 

226528 

LIB3189-002-P1-K1-B1 

BLASTX 

gll5765 

395 

2.0e-38 

90 

77 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi_100201_pir S07408 chlorophyll a/b-binding 

protein type II (cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_226546_prf 1601518A 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No. 


226529 


Seq. ID 


LIB3189-002-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g4490316 


BLAST score 


245 


E value 


6.0e-21- 


Match length 


48 - • 


% identity 


81 


NCBI Description 


(AL035678) nucellin-like protein [Arabidopsis thaliana 


Seq. No. 


226530 


Seq. ID 


LIB3189-002-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g4371290 


BLAST score 


232 


E value 


2.0e-19 


Match length 


98 


% identity 


48 


NCBI Description 


(AC006260) unknown protein [Arabidopsis thaliana] 


Seq. No. 


226531 


Seq. ID 


LIB3189-002-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g4490310 



32297 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



377 

2.0e-36 
123 

63 rv 

(AL035678) somatic embryogenesis receptor-like kinase-like 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226532 

LIB318 9-002-P1-K1-B7 

BLASTX 

g2129879 

245 

6.0e-21 

59 

71 

chlorophyll a/b-binding protein type II precursor, 
photosystem I - garden pea >gi_602359_emb_CAA574 92_ 
(X81962) Type II chlorophyll a/b binding protein from 
photosystem I [Pisum sativum] 



O C ^ . Vi \J ■ 


226S33 


Seq. ID 


LIB318 9-002-P1-K1-C12 




BLASTX 




a4539308 


BLAST score . 


158 


E value 


1.0e-10 


Mat*ph 1 prirrfh 

Lid LUll Lll 


39 




74 




fAT.0494fifn nossihlp ano 1 




f Arabi cionc; i fhalianAl 

l cl i^/ _l_ uvk' o -i- o u>imu.-i_ai id j 


Seq. No. 


226534 


Seq. ID 


LIB3189-002-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g4457219 


BLAST score 


281 


E value 


4.0e-25 


Match length 


99 


% identity 


65 


NCBI Description 


(AF127796) acyl carrier 


Seq. No. 


226535 


Seq. ID 


LIB318 9-002-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


gl703375 


BLAST score 


432 


E value 


8.0e-43 


Match length 


89 


% identity 


97 


NCBI Description 


ADP-RIBOSYLATION FACTOR 




DcARFl [Daucus carota] 


Seq. No. - 


226536 


Seq. ID 


LIB3189-002-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g2827755 


BLAST score 


406 



32298 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. . . _ .. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



9.0e-40 

103 

74 

INORGANIC PYROPHOSPHATASE, VACUOLAR (PYROPHOSPHATE 
PHOSPHOHYDROLASE) (PPASE) >gi_951323 (U31467) 
pyrophosphatase [Vigna radiata] 

226537 

LIB3189-002-P1-K1-C7 

BLASTX 

gl055368 

678 

1.0e-71 

124 

99 

(U39567) ribulose-1, 5-bisphosphate carboxylase small 
subunit [Glycine max] 

226538 

LIB318 9-002-P1-K1-D11 

BLASTX 

g4406814 

254 

5.0e-22 

65 

74 

(AC006201) putative peptidyl-prolyl isomerase [Arabidopsis 
thaliana] 

226539 

LIB318 9-002-P1-K1-D12 

BLASTX 

g2832783 

481 

1.0e-48 

95 

92 

(AJ225806) potassium channel beta subunit [Egeria densa]' 

226540 . . . . 

LIB318 9-002-P1-K1-D4 

BLASTX 

gl049293 

341 

4 .0e-44 

122 

80 

(U37247) SecY homolog; targetted to the thylakoid membrane; 
the protein has a chloroplast targetting signal, but the 
processing site is not known [Arabidopsis thaliana] 

226541 

LIB318 9-002-P1-K1-D5 

BLASTX 

g4539292 

483 

8.0e-4 9 



32299 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



103 
85 

(AL04 9480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 

226542 

LIB3189-002-P1-K1-E10 

BLASTX 

gl33940 

378 

2.0e-36 

87 

90 

40S RIBOSOMAL PROTEIN S3A (S1A) >gi_70851_pir R3XL3A 

ribosomal protein S3a - African clawed frog 
>gi_65091_emb_CAA40592_ (X57322) ribosomal protein Sla 
[Xenopus laevis] 

226543 

LIB3189-002-P1-K1-E11 

BLASTX 

g3831440 

212 

5.0e-17 

8 6 

47 

(AC005819) putative cytochrome P450 [Arabidopsis thaliana] 
>gi_441594 6_gb_AAD2017 6_ (AC006418) putative cytochrome 
P450 [Arabidopsis thaliana] , 

226544 

LIB3189-002-P1-K1-E3 

BLASTX 

g3249113 

270 

8.0e-24 

102 

50 

(AC003114) Strong similarity to kinesin homolog IG002P16.12 
gb_2191180 -from A. thaliana - BAG gb_AF007270 .- [Arabidopsis - 
thaliana] 

226545 

LIB3189-002-P1-K1-E4 

BLASTX 

g3249113 

239 

3.0e-20 

105 

47 

(AC003114) Strong similarity to kinesin homolog IG002P16.12 
gb_2191180 from A. thaliana BAC gb_AF007270. [Arabidopsis 
thaliana] 

226546 

LIB3189-002-P1-K1-E5 
BLASTX 



32 3 00-. 



